
Additional Plasmid Sequences

pKR23
LOCUS       pKR23                   4815 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR23

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4815)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     source          410..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"



     CDS             410..1443

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /codon_start=2

                     /translation="LQVS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          1438..1443

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="'color"

                     /SECDescr="color: #ffffff"

     source          1438..1585

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     misc_feature    1444..1483

                     /label=Linker Kana 421-460

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 2"

                     /SECDescr="color: #ffff00"



     misc_feature    1490..1539

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /translation="LILSPNLFF"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AFP(Pe) BD- AS"

                     /SECDescr="color: #3366ff"

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker3"

                     /SECDescr="color: #ffff00"

     misc_feature    1574..1585

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1593

                     /gene="BP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1586..1614

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     CDS             1586..1617

                     /gene="Canonical 3'SE V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1599..1614

                     /gene="ppt"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1615..1616

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          1615..2109

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             1617..1618

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"



     CDS             1617..2060

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    2065..2120

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker4"

                     /SECDescr="color: #ffff00"

     source          2110..4815

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2121..2570

                     /gene="HSV1-pA"

                     /label=HSV1-pA



                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3650..4510)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF



LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4642..4815,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac

      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc



      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct tgatcctttc

     1501 tccaaatctc ttcttttaaa aaaaatccaa atctctccac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt ttttagggct

     1621 tcacatggga gagagtcacc acatacgaag acgggggcgt gctgaccgct acccaggaca

     1681 ccagcctcca ggacggctgc ctcatctaca acgtcaagat cagaggggtg aacttcccat

     1741 ccaacggccc tgtgatgcag aagaaaacac tcggctggga ggcctccacc gagatgctgt

     1801 accccgctga cggcggcctg gaaggcagaa gcgacatggc cctgaagctc gtgggcgggg

     1861 gccacctgat ctgcaacttg aagaccacat acagatccaa gaaacccgct aagaacctca

     1921 agatgcccgg cgtctactat gtggacagaa gactggaaag aatcaaggag gccgacaaag

     1981 agacctacgt cgagcagcac gaggtggctg tggccagata ctgcgacctc cctagcaaac

     2041 tggggcacaa acttaattga taaaggtcgt cagactgatg ggccctattc ggatattgag

     2101 atgaggatcc aagcttgtaa gcgggactct agggttcgaa atgaccgacc aagcgacgcc

     2161 caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt tgggcttcgg

     2221 aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca tgctggagtt

     2281 cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac cggaaggaac

     2341 ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt cgtttgttca

     2401 taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga gacgccattg

     2461 gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt cgggtgaagg



     2521 cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag ctcgagtatg

     2581 tcgaccgatg cccttgagag ccttcaaccc agtcagctcc ttccggtggg cgcggggcat

     2641 gactatcgtc gccgcactta tgactgtctt ctttatcatg caactcgtag gacaggtgcc

     2701 ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg ctcggtcgtt cggctgcggc

     2761 gagcggtatc agctcactca aaggcggtaa tacggttatc cacagaatca ggggataacg

     2821 caggaaagaa catgtgagca aaaggccagc aaaaggccag gaaccgtaaa aaggccgcgt

     2881 tgctggcgtt tttccatagg ctccgccccc ctgacgagca tcacaaaaat cgacgctcaa

     2941 gtcagaggtg gcgaaacccg acaggactat aaagatacca ggcgtttccc cctggaagct

     3001 ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg atacctgtcc gcctttctcc

     3061 cttcgggaag cgtggcgctt tctcaatgct cacgctgtag gtatctcagt tcggtgtagg

     3121 tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt tcagcccgac cgctgcgcct

     3181 tatccggtaa ctatcgtctt gagtccaacc cggtaagaca cgacttatcg ccactggcag

     3241 cagccactgg taacaggatt agcagagcga ggtatgtagg cggtgctaca gagttcttga

     3301 agtggtggcc taactacggc tacactagaa ggacagtatt tggtatctgc gctctgctga

     3361 agccagttac cttcggaaaa agagttggta gctcttgatc cggcaaacaa accaccgctg

     3421 gtagcggtgg tttttttgtt tgcaagcagc agattacgcg cagaaaaaaa ggatctcaag

     3481 aagatccttt gatcttttct acggggtctg acgctcagtg gaacgaaaac tcacgttaag

     3541 ggattttggt catgagatta tcaaaaagga tcttcaccta gatcctttta aattaaaaat

     3601 gaagttttaa atcaatctaa agtatatatg agtaaacttg gtctgacagt taccaatgct

     3661 taatcagtga ggcacctatc tcagcgatct gtctatttcg ttcatccata gttgcctgac

     3721 tccccgtcgt gtagataact acgatacggg agggcttacc atctggcccc agtgctgcaa

     3781 tgataccgcg agacccacgc tcaccggctc cagatttatc agcaataaac cagccagccg

     3841 gaagggccga gcgcagaagt ggtcctgcaa ctttatccgc ctccatccag tctattaatt

     3901 gttgccggga agctagagta agtagttcgc cagttaatag tttgcgcaac gttgttgcca

     3961 ttgctacagg catcgtggtg tcacgctcgt cgtttggtat ggcttcattc agctccggtt

     4021 cccaacgatc aaggcgagtt acatgatccc ccatgttgtg caaaaaagcg gttagctcct

     4081 tcggtcctcc gatcgttgtc agaagtaagt tggccgcagt gttatcactc atggttatgg

     4141 cagcactgca taattctctt actgtcatgc catccgtaag atgcttttct gtgactggtg

     4201 agtactcaac caagtcattc tgagaatagt gtatgcggcg accgagttgc tcttgcccgg



     4261 cgtcaatacg ggataatacc gcgccacata gcagaacttt aaaagtgctc atcattggaa

     4321 aacgttcttc ggggcgaaaa ctctcaagga tcttaccgct gttgagatcc agttcgatgt

     4381 aacccactcg tgcacccaac tgatcttcag catcttttac tttcaccagc gtttctgggt

     4441 gagcaaaaac aggaaggcaa aatgccgcaa aaaagggaat aagggcgaca cggaaatgtt

     4501 gaatactcat actcttcctt tttcaatatt attgaagcat ttatcagggt tattgtctca

     4561 tgagcggata catatttgaa tgtatttaga aaaataaaca aataggggtt ccgcgcacat

     4621 ttccccgaaa agtgccacct gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg

     4681 tggttacgcg cagcgtgacc gctacacttg ccagcgccct agcgcccgct cctttcgctt

     4741 tcttcccttc ctttctcgcc acgttcgccg gctttccccg tcaagctcta aatcgggggc

     4801 tccctttagg gttcc

//

pKR33
LOCUS       pKR33                   4815 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR33

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4815)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="source''"

     CDS             410..1437

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="PAGELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          410..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             1444..1483

                     /gene="Linker2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1490..1539

                     /gene="AFP(32,33)AS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1490..2109

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="'source'"

     CDS             1507..1508

                     /gene="2 new mismatches 32,33"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker3"

                     /SECDescr="color: #ffff00"

     misc_feature    1574..1585

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1614

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1586..1617

                     /gene="Canonical 3'SE V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1615..1616

                     /label=Acc SS



                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             1617..1618

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1617..2060

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    2065..2120

                     /label=Linker 361-400 Kana



                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker4"

                     /SECDescr="color: #ffff00"

     source          2110..4815

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2121..2570

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3650..4510)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L



                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4642..4815,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN



        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac

      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct tgatcctttc

     1501 tccaaaagtc ttcttttaaa aaaaatccaa atctctccac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt ttttagggct

     1621 tcacatggga gagagtcacc acatacgaag acgggggcgt gctgaccgct acccaggaca

     1681 ccagcctcca ggacggctgc ctcatctaca acgtcaagat cagaggggtg aacttcccat



     1741 ccaacggccc tgtgatgcag aagaaaacac tcggctggga ggcctccacc gagatgctgt

     1801 accccgctga cggcggcctg gaaggcagaa gcgacatggc cctgaagctc gtgggcgggg

     1861 gccacctgat ctgcaacttg aagaccacat acagatccaa gaaacccgct aagaacctca

     1921 agatgcccgg cgtctactat gtggacagaa gactggaaag aatcaaggag gccgacaaag

     1981 agacctacgt cgagcagcac gaggtggctg tggccagata ctgcgacctc cctagcaaac

     2041 tggggcacaa acttaattga taaaggtcgt cagactgatg ggccctattc ggatattgag

     2101 atgaggatcc aagcttgtaa gcgggactct agggttcgaa atgaccgacc aagcgacgcc

     2161 caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt tgggcttcgg

     2221 aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca tgctggagtt

     2281 cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac cggaaggaac

     2341 ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt cgtttgttca

     2401 taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga gacgccattg

     2461 gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt cgggtgaagg

     2521 cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag ctcgagtatg

     2581 tcgaccgatg cccttgagag ccttcaaccc agtcagctcc ttccggtggg cgcggggcat

     2641 gactatcgtc gccgcactta tgactgtctt ctttatcatg caactcgtag gacaggtgcc

     2701 ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg ctcggtcgtt cggctgcggc

     2761 gagcggtatc agctcactca aaggcggtaa tacggttatc cacagaatca ggggataacg

     2821 caggaaagaa catgtgagca aaaggccagc aaaaggccag gaaccgtaaa aaggccgcgt

     2881 tgctggcgtt tttccatagg ctccgccccc ctgacgagca tcacaaaaat cgacgctcaa

     2941 gtcagaggtg gcgaaacccg acaggactat aaagatacca ggcgtttccc cctggaagct

     3001 ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg atacctgtcc gcctttctcc

     3061 cttcgggaag cgtggcgctt tctcaatgct cacgctgtag gtatctcagt tcggtgtagg

     3121 tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt tcagcccgac cgctgcgcct

     3181 tatccggtaa ctatcgtctt gagtccaacc cggtaagaca cgacttatcg ccactggcag

     3241 cagccactgg taacaggatt agcagagcga ggtatgtagg cggtgctaca gagttcttga

     3301 agtggtggcc taactacggc tacactagaa ggacagtatt tggtatctgc gctctgctga

     3361 agccagttac cttcggaaaa agagttggta gctcttgatc cggcaaacaa accaccgctg

     3421 gtagcggtgg tttttttgtt tgcaagcagc agattacgcg cagaaaaaaa ggatctcaag



     3481 aagatccttt gatcttttct acggggtctg acgctcagtg gaacgaaaac tcacgttaag

     3541 ggattttggt catgagatta tcaaaaagga tcttcaccta gatcctttta aattaaaaat

     3601 gaagttttaa atcaatctaa agtatatatg agtaaacttg gtctgacagt taccaatgct

     3661 taatcagtga ggcacctatc tcagcgatct gtctatttcg ttcatccata gttgcctgac

     3721 tccccgtcgt gtagataact acgatacggg agggcttacc atctggcccc agtgctgcaa

     3781 tgataccgcg agacccacgc tcaccggctc cagatttatc agcaataaac cagccagccg

     3841 gaagggccga gcgcagaagt ggtcctgcaa ctttatccgc ctccatccag tctattaatt

     3901 gttgccggga agctagagta agtagttcgc cagttaatag tttgcgcaac gttgttgcca

     3961 ttgctacagg catcgtggtg tcacgctcgt cgtttggtat ggcttcattc agctccggtt

     4021 cccaacgatc aaggcgagtt acatgatccc ccatgttgtg caaaaaagcg gttagctcct

     4081 tcggtcctcc gatcgttgtc agaagtaagt tggccgcagt gttatcactc atggttatgg

     4141 cagcactgca taattctctt actgtcatgc catccgtaag atgcttttct gtgactggtg

     4201 agtactcaac caagtcattc tgagaatagt gtatgcggcg accgagttgc tcttgcccgg

     4261 cgtcaatacg ggataatacc gcgccacata gcagaacttt aaaagtgctc atcattggaa

     4321 aacgttcttc ggggcgaaaa ctctcaagga tcttaccgct gttgagatcc agttcgatgt

     4381 aacccactcg tgcacccaac tgatcttcag catcttttac tttcaccagc gtttctgggt

     4441 gagcaaaaac aggaaggcaa aatgccgcaa aaaagggaat aagggcgaca cggaaatgtt

     4501 gaatactcat actcttcctt tttcaatatt attgaagcat ttatcagggt tattgtctca

     4561 tgagcggata catatttgaa tgtatttaga aaaataaaca aataggggtt ccgcgcacat

     4621 ttccccgaaa agtgccacct gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg

     4681 tggttacgcg cagcgtgacc gctacacttg ccagcgccct agcgcccgct cctttcgctt

     4741 tcttcccttc ctttctcgcc acgttcgccg gctttccccg tcaagctcta aatcgggggc

     4801 tccctttagg gttcc

//

pKR35
LOCUS       pKR35                   4815 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR35



KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4815)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             410..1437

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="PAGELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          410..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"



                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             1444..1483

                     /gene="Linker2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1490..1539

                     /gene="AFP(18,34)AS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1490..2109

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             1506

                     /gene="mismatch 34"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1522

                     /gene="mismatch 18"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker3"



                     /SECDescr="color: #ffff00"

     misc_feature    1574..1585

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1614

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1586..1617

                     /gene="Canonical 3'SE V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1615..1616

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             1617..1618

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1617..2060

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    2065..2120

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"

     source          2110..4815

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2121..2570



                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3650..4510)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 



LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4642..4815,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac



      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct tgatcctttc

     1501 tccaattctc ttcttttaaa ataaatccaa atctctccac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt ttttagggct

     1621 tcacatggga gagagtcacc acatacgaag acgggggcgt gctgaccgct acccaggaca

     1681 ccagcctcca ggacggctgc ctcatctaca acgtcaagat cagaggggtg aacttcccat

     1741 ccaacggccc tgtgatgcag aagaaaacac tcggctggga ggcctccacc gagatgctgt

     1801 accccgctga cggcggcctg gaaggcagaa gcgacatggc cctgaagctc gtgggcgggg

     1861 gccacctgat ctgcaacttg aagaccacat acagatccaa gaaacccgct aagaacctca

     1921 agatgcccgg cgtctactat gtggacagaa gactggaaag aatcaaggag gccgacaaag

     1981 agacctacgt cgagcagcac gaggtggctg tggccagata ctgcgacctc cctagcaaac

     2041 tggggcacaa acttaattga taaaggtcgt cagactgatg ggccctattc ggatattgag

     2101 atgaggatcc aagcttgtaa gcgggactct agggttcgaa atgaccgacc aagcgacgcc

     2161 caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt tgggcttcgg

     2221 aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca tgctggagtt

     2281 cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac cggaaggaac

     2341 ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt cgtttgttca



     2401 taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga gacgccattg

     2461 gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt cgggtgaagg

     2521 cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag ctcgagtatg

     2581 tcgaccgatg cccttgagag ccttcaaccc agtcagctcc ttccggtggg cgcggggcat

     2641 gactatcgtc gccgcactta tgactgtctt ctttatcatg caactcgtag gacaggtgcc

     2701 ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg ctcggtcgtt cggctgcggc

     2761 gagcggtatc agctcactca aaggcggtaa tacggttatc cacagaatca ggggataacg

     2821 caggaaagaa catgtgagca aaaggccagc aaaaggccag gaaccgtaaa aaggccgcgt

     2881 tgctggcgtt tttccatagg ctccgccccc ctgacgagca tcacaaaaat cgacgctcaa

     2941 gtcagaggtg gcgaaacccg acaggactat aaagatacca ggcgtttccc cctggaagct

     3001 ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg atacctgtcc gcctttctcc

     3061 cttcgggaag cgtggcgctt tctcaatgct cacgctgtag gtatctcagt tcggtgtagg

     3121 tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt tcagcccgac cgctgcgcct

     3181 tatccggtaa ctatcgtctt gagtccaacc cggtaagaca cgacttatcg ccactggcag

     3241 cagccactgg taacaggatt agcagagcga ggtatgtagg cggtgctaca gagttcttga

     3301 agtggtggcc taactacggc tacactagaa ggacagtatt tggtatctgc gctctgctga

     3361 agccagttac cttcggaaaa agagttggta gctcttgatc cggcaaacaa accaccgctg

     3421 gtagcggtgg tttttttgtt tgcaagcagc agattacgcg cagaaaaaaa ggatctcaag

     3481 aagatccttt gatcttttct acggggtctg acgctcagtg gaacgaaaac tcacgttaag

     3541 ggattttggt catgagatta tcaaaaagga tcttcaccta gatcctttta aattaaaaat

     3601 gaagttttaa atcaatctaa agtatatatg agtaaacttg gtctgacagt taccaatgct

     3661 taatcagtga ggcacctatc tcagcgatct gtctatttcg ttcatccata gttgcctgac

     3721 tccccgtcgt gtagataact acgatacggg agggcttacc atctggcccc agtgctgcaa

     3781 tgataccgcg agacccacgc tcaccggctc cagatttatc agcaataaac cagccagccg

     3841 gaagggccga gcgcagaagt ggtcctgcaa ctttatccgc ctccatccag tctattaatt

     3901 gttgccggga agctagagta agtagttcgc cagttaatag tttgcgcaac gttgttgcca

     3961 ttgctacagg catcgtggtg tcacgctcgt cgtttggtat ggcttcattc agctccggtt

     4021 cccaacgatc aaggcgagtt acatgatccc ccatgttgtg caaaaaagcg gttagctcct

     4081 tcggtcctcc gatcgttgtc agaagtaagt tggccgcagt gttatcactc atggttatgg



     4141 cagcactgca taattctctt actgtcatgc catccgtaag atgcttttct gtgactggtg

     4201 agtactcaac caagtcattc tgagaatagt gtatgcggcg accgagttgc tcttgcccgg

     4261 cgtcaatacg ggataatacc gcgccacata gcagaacttt aaaagtgctc atcattggaa

     4321 aacgttcttc ggggcgaaaa ctctcaagga tcttaccgct gttgagatcc agttcgatgt

     4381 aacccactcg tgcacccaac tgatcttcag catcttttac tttcaccagc gtttctgggt

     4441 gagcaaaaac aggaaggcaa aatgccgcaa aaaagggaat aagggcgaca cggaaatgtt

     4501 gaatactcat actcttcctt tttcaatatt attgaagcat ttatcagggt tattgtctca

     4561 tgagcggata catatttgaa tgtatttaga aaaataaaca aataggggtt ccgcgcacat

     4621 ttccccgaaa agtgccacct gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg

     4681 tggttacgcg cagcgtgacc gctacacttg ccagcgccct agcgcccgct cctttcgctt

     4741 tcttcccttc ctttctcgcc acgttcgccg gctttccccg tcaagctcta aatcgggggc

     4801 tccctttagg gttcc

//

pKR41
LOCUS       pKR41                   4814 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR41

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4814)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437



                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             411..1437

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="AGELIALRGGRGWRGGP"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          411..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             1444..1483

                     /gene="Linker2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1490..1539

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="AFP(18-22)AS"

                     /SECDescr="color: #3366ff"

     source          1490..1539

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             1518..1519

                     /gene="2 mismatches"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1521..1522

                     /gene="2mismatches"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker3"

                     /SECDescr="color: #ffff00"

     source          1540..2108

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     misc_feature    1574..1585



                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1613

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1614..1615

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             1616..1617

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"
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ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac

      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct



     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct tgatcctttc

     1501 tccaaatctc ttctttttta ttaaatccaa atctctccac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt tttagggctt

     1621 cacatgggag agagtcacca catacgaaga cgggggcgtg ctgaccgcta cccaggacac

     1681 cagcctccag gacggctgcc tcatctacaa cgtcaagatc agaggggtga acttcccatc

     1741 caacggccct gtgatgcaga agaaaacact cggctgggag gcctccaccg agatgctgta

     1801 ccccgctgac ggcggcctgg aaggcagaag cgacatggcc ctgaagctcg tgggcggggg

     1861 ccacctgatc tgcaacttga agaccacata cagatccaag aaacccgcta agaacctcaa

     1921 gatgcccggc gtctactatg tggacagaag actggaaaga atcaaggagg ccgacaaaga

     1981 gacctacgtc gagcagcacg aggtggctgt ggccagatac tgcgacctcc ctagcaaact

     2041 ggggcacaaa cttaattgat aaaggtcgtc agactgatgg gccctattcg gatattgaga

     2101 tgaggatcca agcttgtaag cgggactcta gggttcgaaa tgaccgacca agcgacgccc

     2161 aacctgccat cacgagattt cgattccacc gccgccttct atgaaaggtt gggcttcgga

     2221 atcgttttcc gggacgccgg ctggatgatc ctccagcgcg gggatctcat gctggagttc

     2281 ttcgcccacc ctagggggag gctaactgaa acacggaagg agacaatacc ggaaggaacc

     2341 cgcgctatga cggcaataaa aagacagaat aaaacgcacg gtgttgggtc gtttgttcat

     2401 aaacgcgggg ttcggtccca gggctggcac tctgtcgata ccccaccgag acgccattgg

     2461 ggccaatacg cccgcgtttc ttccttttcc ccaccccacc ccccaagttc gggtgaaggc

     2521 ccagggctcg cagccaacgt cggggcggca ggccctgcca tagcctcagc tcgagtatgt

     2581 cgaccgatgc ccttgagagc cttcaaccca gtcagctcct tccggtgggc gcggggcatg

     2641 actatcgtcg ccgcacttat gactgtcttc tttatcatgc aactcgtagg acaggtgccg

     2701 gcagcgctct tccgcttcct cgctcactga ctcgctgcgc tcggtcgttc ggctgcggcg



     2761 agcggtatca gctcactcaa aggcggtaat acggttatcc acagaatcag gggataacgc

     2821 aggaaagaac atgtgagcaa aaggccagca aaaggccagg aaccgtaaaa aggccgcgtt

     2881 gctggcgttt ttccataggc tccgcccccc tgacgagcat cacaaaaatc gacgctcaag

     2941 tcagaggtgg cgaaacccga caggactata aagataccag gcgtttcccc ctggaagctc

     3001 cctcgtgcgc tctcctgttc cgaccctgcc gcttaccgga tacctgtccg cctttctccc

     3061 ttcgggaagc gtggcgcttt ctcaatgctc acgctgtagg tatctcagtt cggtgtaggt

     3121 cgttcgctcc aagctgggct gtgtgcacga accccccgtt cagcccgacc gctgcgcctt

     3181 atccggtaac tatcgtcttg agtccaaccc ggtaagacac gacttatcgc cactggcagc

     3241 agccactggt aacaggatta gcagagcgag gtatgtaggc ggtgctacag agttcttgaa

     3301 gtggtggcct aactacggct acactagaag gacagtattt ggtatctgcg ctctgctgaa

     3361 gccagttacc ttcggaaaaa gagttggtag ctcttgatcc ggcaaacaaa ccaccgctgg

     3421 tagcggtggt ttttttgttt gcaagcagca gattacgcgc agaaaaaaag gatctcaaga

     3481 agatcctttg atcttttcta cggggtctga cgctcagtgg aacgaaaact cacgttaagg

     3541 gattttggtc atgagattat caaaaaggat cttcacctag atccttttaa attaaaaatg

     3601 aagttttaaa tcaatctaaa gtatatatga gtaaacttgg tctgacagtt accaatgctt

     3661 aatcagtgag gcacctatct cagcgatctg tctatttcgt tcatccatag ttgcctgact

     3721 ccccgtcgtg tagataacta cgatacggga gggcttacca tctggcccca gtgctgcaat

     3781 gataccgcga gacccacgct caccggctcc agatttatca gcaataaacc agccagccgg

     3841 aagggccgag cgcagaagtg gtcctgcaac tttatccgcc tccatccagt ctattaattg

     3901 ttgccgggaa gctagagtaa gtagttcgcc agttaatagt ttgcgcaacg ttgttgccat

     3961 tgctacaggc atcgtggtgt cacgctcgtc gtttggtatg gcttcattca gctccggttc

     4021 ccaacgatca aggcgagtta catgatcccc catgttgtgc aaaaaagcgg ttagctcctt

     4081 cggtcctccg atcgttgtca gaagtaagtt ggccgcagtg ttatcactca tggttatggc

     4141 agcactgcat aattctctta ctgtcatgcc atccgtaaga tgcttttctg tgactggtga

     4201 gtactcaacc aagtcattct gagaatagtg tatgcggcga ccgagttgct cttgcccggc

     4261 gtcaatacgg gataataccg cgccacatag cagaacttta aaagtgctca tcattggaaa

     4321 acgttcttcg gggcgaaaac tctcaaggat cttaccgctg ttgagatcca gttcgatgta

     4381 acccactcgt gcacccaact gatcttcagc atcttttact ttcaccagcg tttctgggtg

     4441 agcaaaaaca ggaaggcaaa atgccgcaaa aaagggaata agggcgacac ggaaatgttg



     4501 aatactcata ctcttccttt ttcaatatta ttgaagcatt tatcagggtt attgtctcat

     4561 gagcggatac atatttgaat gtatttagaa aaataaacaa ataggggttc cgcgcacatt

     4621 tccccgaaaa gtgccacctg acgcgccctg tagcggcgca ttaagcgcgg cgggtgtggt

     4681 ggttacgcgc agcgtgaccg ctacacttgc cagcgcccta gcgcccgctc ctttcgcttt

     4741 cttcccttcc tttctcgcca cgttcgccgg ctttccccgt caagctctaa atcgggggct

     4801 ccctttaggg ttcc
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ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcagggtagc cagatcatgg ctcactgcaa cctcgtactc ctgggctcaa gctatcctcc



      481 tacctcagcc tcctgagtaa cggactacag gcacaccacc ccacctcgct aattttattt

      541 attttttttg tagagaaaag agacagggta ttgctctgtt gcccagggtg gggtgcagtg

      601 gcatgatcat ggctcactgc aacctctgcc tcccaggttc aagtgatcct ccagctgtgg

      661 cctccctaag tgctgggatt acaaccgtga gccgccgcac cggcccaaat ttcttacgtc

      721 actacagagt tcctaggaaa aaatcccata cctgaaaaag atagaaactg acaggaagga

      781 tttgagatga tgacctgctt catatacact ccttattaaa actggataac aatgcaccac

      841 cgaggaggtg gggagggata ggaaaaatga aaagagaaaa tcagcgcatg cgtactctga

      901 tttgggaaga ctccaaagag aaaatcagag catgcgtact ctgaacttgg agtagccaat

      961 cccaggggat gctttaggcg ggaaagtcag agtttctgcc tccattttga gaaggttctg

     1021 tccctagagc ctagactgat agaccccaca tcagcttggc ttgtcccgcc tactgttctg

     1081 acttctgatt ggccagatgg agttcactaa ctgccctgat tggtccatca tcctggagca

     1141 atgacattgc agaatatttt ctcctcctcc agccacactt tgtcaccaac tgctgccaac

     1201 tcgccaccac tgctgccgac ctcgcaacca ctgctttgtc tctggcgcgc cagctcgcca

     1261 ccatggtgtc taagggcgaa gagctgatta aggagaacat gcacatgaag ctgtacatgg

     1321 agggcaccgt gaacaaccac cacttcaagt gcacatccga gggcgaaggc aagccctacg

     1381 agggcaccca gaccatgaga atcaaggtgg tcgagggcgg ccctctcccc ttcgccttcg

     1441 acatcctggc taccagcttc atgtacggca gcaaaacctt catcaaccac acccagggca

     1501 tccccgactt ctttaagcag tccttccctg aggtaagtgt gctcgcttcg gcagcacata

     1561 tactatgttg aatgaggctt catgtatgta atagagatgt agagttagtg tggaagaata

     1621 gttcaagatt aagaattcca taggatggca agatcctggt ataggctagg tggaggctca

     1681 gtgccatagg atggcaagat cctggtatcg gtctgcgagg atccgtcgag cctctggcca

     1741 catcggttcc tgcggtaagc gggactctgg ggttcgaaat gaccgaccaa gcgacgccca

     1801 acctgccatc acgagatttc gattccaccg ccgccttcta tgaaaggttg ggcttcggaa

     1861 tcgttttccg ggacgccggc tggatgatcc tccagcgcgg ggatctcatg ctggagttct

     1921 tcgcccaccc tagggggagg ctaactgaaa cacggaagga gacaataccg gaaggaaccc

     1981 gcgctatgac ggcaataaaa agacagaata aaacgcacgg tgttgggtcg tttgttcata

     2041 aacgcggggt tcggtcccag ggctggcact ctgtcgatac cccaccgaga cgccattggg

     2101 gccaatacgc ccgcgtttct tccttttccc caccccaccc cccaagttcg ggtgaaggcc

     2161 cagggctcgc agccaacgtc ggggcggcag gccctgccat agcctcaggt atgtcgaccg



     2221 atgcccttga gagccttcaa cccagtcagc tccttccggt gggcgcgggg catgactatc

     2281 gtcgccgcac ttatgactgt cttctttatc atgcaactcg taggacaggt gccggcagcg

     2341 ctcttccgct tcctcgctca ctgactcgct gcgctcggtc gttcggctgc ggcgagcggt

     2401 atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata acgcaggaaa

     2461 gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg cgttgctggc

     2521 gtttttccat aggctccgcc cccctgacga gcatcacaaa aatcgacgct caagtcagag

     2581 gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa gctccctcgt

     2641 gcgctctcct gttccgaccc tgccgcttac cggatacctg tccgcctttc tcccttcggg

     2701 aagcgtggcg ctttctcaat gctcacgctg taggtatctc agttcggtgt aggtcgttcg

     2761 ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc gaccgctgcg ccttatccgg

     2821 taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg cagcagccac

     2881 tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct tgaagtggtg

     2941 gcctaactac ggctacacta gaaggacagt atttggtatc tgcgctctgc tgaagccagt

     3001 taccttcgga aaaagagttg gtagctcttg atccggcaaa caaaccaccg ctggtagcgg

     3061 tggttttttt gtttgcaagc agcagattac gcgcagaaaa aaaggatctc aagaagatcc

     3121 tttgatcttt tctacggggt ctgacgctca gtggaacgaa aactcacgtt aagggatttt

     3181 ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt ttaaattaaa aatgaagttt

     3241 taaatcaatc taaagtatat atgagtaaac ttggtctgac agttaccaat gcttaatcag

     3301 tgaggcacct atctcagcga tctgtctatt tcgttcatcc atagttgcct gactccccgt

     3361 cgtgtagata actacgatac gggagggctt accatctggc cccagtgctg caatgatacc

     3421 gcgagaccca cgctcaccgg ctccagattt atcagcaata aaccagccag ccggaagggc

     3481 cgagcgcaga agtggtcctg caactttatc cgcctccatc cagtctatta attgttgccg

     3541 ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc aacgttgttg ccattgctac

     3601 aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca ttcagctccg gttcccaacg

     3661 atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa gcggttagct ccttcggtcc

     3721 tccgatcgtt gtcagaagta agttggccgc agtgttatca ctcatggtta tggcagcact

     3781 gcataattct cttactgtca tgccatccgt aagatgcttt tctgtgactg gtgagtactc

     3841 aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt tgctcttgcc cggcgtcaat

     3901 acgggataat accgcgccac atagcagaac tttaaaagtg ctcatcattg gaaaacgttc



     3961 ttcggggcga aaactctcaa ggatcttacc gctgttgaga tccagttcga tgtaacccac

     4021 tcgtgcaccc aactgatctt cagcatcttt tactttcacc agcgtttctg ggtgagcaaa

     4081 aacaggaagg caaaatgccg caaaaaaggg aataagggcg acacggaaat gttgaatact

     4141 catactcttc ctttttcaat attattgaag catttatcag ggttattgtc tcatgagcgg

     4201 atacatattt gaatgtattt agaaaaataa acaaataggg gttccgcgca catttccccg

     4261 aaaagtgcca cctgacgcgc cctgtagcgg cgcattaagc gcggcgggtg tggtggttac

     4321 gcgcagcgtg accgctacac ttgccagcgc cctagcgccc gctcctttcg ctttcttccc

     4381 ttcctttctc gccacgttcg ccggctttcc ccgtcaagct ctaaatcggg ggctcccttt

     4441 agggttcc

//

pKR43
LOCUS       pKR43                   4815 bp    DNA     circular SYN 12-DEC-2025

DEFINITION

ACCESSION   pKR43

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4815)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"



     CDS             410..1437

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="PAGELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          410..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             1444..1483

                     /gene="Linker 2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1490..1539

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD6-AS"

                     /SECDescr="color: #3366ff"

     source          1490..1539

                     /organism="synthetic DNA construct"



                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             1521..1522

                     /gene="2 mismatches"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 3"

                     /SECDescr="color: #ffff00"

     source          1540..2109

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     misc_feature    1574..1585

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1614

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     misc_feature    1615..1616

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             1617..1618

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1617..2060

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"



                     /SECDescr="color: #cc0000"

     misc_feature    2065..2120

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"

     source          2110..4815

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2121..2570

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3650..4510)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED



                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4642..4815,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac

      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc



     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct taatcttgaa

     1501 ctattcttcc acactaactc atcatctcta ttacatacac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt ttttagggct

     1621 tcacatggga gagagtcacc acatacgaag acgggggcgt gctgaccgct acccaggaca

     1681 ccagcctcca ggacggctgc ctcatctaca acgtcaagat cagaggggtg aacttcccat

     1741 ccaacggccc tgtgatgcag aagaaaacac tcggctggga ggcctccacc gagatgctgt

     1801 accccgctga cggcggcctg gaaggcagaa gcgacatggc cctgaagctc gtgggcgggg

     1861 gccacctgat ctgcaacttg aagaccacat acagatccaa gaaacccgct aagaacctca

     1921 agatgcccgg cgtctactat gtggacagaa gactggaaag aatcaaggag gccgacaaag

     1981 agacctacgt cgagcagcac gaggtggctg tggccagata ctgcgacctc cctagcaaac

     2041 tggggcacaa acttaattga taaaggtcgt cagactgatg ggccctattc ggatattgag

     2101 atgaggatcc aagcttgtaa gcgggactct agggttcgaa atgaccgacc aagcgacgcc

     2161 caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt tgggcttcgg

     2221 aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca tgctggagtt

     2281 cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac cggaaggaac

     2341 ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt cgtttgttca

     2401 taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga gacgccattg

     2461 gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt cgggtgaagg

     2521 cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag ctcgagtatg

     2581 tcgaccgatg cccttgagag ccttcaaccc agtcagctcc ttccggtggg cgcggggcat

     2641 gactatcgtc gccgcactta tgactgtctt ctttatcatg caactcgtag gacaggtgcc

     2701 ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg ctcggtcgtt cggctgcggc

     2761 gagcggtatc agctcactca aaggcggtaa tacggttatc cacagaatca ggggataacg

     2821 caggaaagaa catgtgagca aaaggccagc aaaaggccag gaaccgtaaa aaggccgcgt

     2881 tgctggcgtt tttccatagg ctccgccccc ctgacgagca tcacaaaaat cgacgctcaa

     2941 gtcagaggtg gcgaaacccg acaggactat aaagatacca ggcgtttccc cctggaagct

     3001 ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg atacctgtcc gcctttctcc

     3061 cttcgggaag cgtggcgctt tctcaatgct cacgctgtag gtatctcagt tcggtgtagg

     3121 tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt tcagcccgac cgctgcgcct



     3181 tatccggtaa ctatcgtctt gagtccaacc cggtaagaca cgacttatcg ccactggcag

     3241 cagccactgg taacaggatt agcagagcga ggtatgtagg cggtgctaca gagttcttga

     3301 agtggtggcc taactacggc tacactagaa ggacagtatt tggtatctgc gctctgctga

     3361 agccagttac cttcggaaaa agagttggta gctcttgatc cggcaaacaa accaccgctg

     3421 gtagcggtgg tttttttgtt tgcaagcagc agattacgcg cagaaaaaaa ggatctcaag

     3481 aagatccttt gatcttttct acggggtctg acgctcagtg gaacgaaaac tcacgttaag

     3541 ggattttggt catgagatta tcaaaaagga tcttcaccta gatcctttta aattaaaaat

     3601 gaagttttaa atcaatctaa agtatatatg agtaaacttg gtctgacagt taccaatgct

     3661 taatcagtga ggcacctatc tcagcgatct gtctatttcg ttcatccata gttgcctgac

     3721 tccccgtcgt gtagataact acgatacggg agggcttacc atctggcccc agtgctgcaa

     3781 tgataccgcg agacccacgc tcaccggctc cagatttatc agcaataaac cagccagccg

     3841 gaagggccga gcgcagaagt ggtcctgcaa ctttatccgc ctccatccag tctattaatt

     3901 gttgccggga agctagagta agtagttcgc cagttaatag tttgcgcaac gttgttgcca

     3961 ttgctacagg catcgtggtg tcacgctcgt cgtttggtat ggcttcattc agctccggtt

     4021 cccaacgatc aaggcgagtt acatgatccc ccatgttgtg caaaaaagcg gttagctcct

     4081 tcggtcctcc gatcgttgtc agaagtaagt tggccgcagt gttatcactc atggttatgg

     4141 cagcactgca taattctctt actgtcatgc catccgtaag atgcttttct gtgactggtg

     4201 agtactcaac caagtcattc tgagaatagt gtatgcggcg accgagttgc tcttgcccgg

     4261 cgtcaatacg ggataatacc gcgccacata gcagaacttt aaaagtgctc atcattggaa

     4321 aacgttcttc ggggcgaaaa ctctcaagga tcttaccgct gttgagatcc agttcgatgt

     4381 aacccactcg tgcacccaac tgatcttcag catcttttac tttcaccagc gtttctgggt

     4441 gagcaaaaac aggaaggcaa aatgccgcaa aaaagggaat aagggcgaca cggaaatgtt

     4501 gaatactcat actcttcctt tttcaatatt attgaagcat ttatcagggt tattgtctca

     4561 tgagcggata catatttgaa tgtatttaga aaaataaaca aataggggtt ccgcgcacat

     4621 ttccccgaaa agtgccacct gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg

     4681 tggttacgcg cagcgtgacc gctacacttg ccagcgccct agcgcccgct cctttcgctt

     4741 tcttcccttc ctttctcgcc acgttcgccg gctttccccg tcaagctcta aatcgggggc

     4801 tccctttagg gttcc

//



pKR44
LOCUS       pKR44                   4402 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR44

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4402)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1245

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             411..1251

                     /gene="SSX1p"

                     /label=SSX1p

                     /note="color: #cc0000; direction: RIGHT"

                     /codon_start=3

                     /translation="AALQGSQIMAHCNLVLLGSSYPPTSAS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="SSX1p"

                     /SECDescr="color: #cc0000; direction: RIGHT"



     source          1246..1582

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     misc_signal     1257..1262

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             1266..1532

                     /gene="mK-Ex1"

                     /label=mK-Ex1

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex1"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1531..1538

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1533..1582

                     /gene="miR1 version Mv3 Intron"

                     /label=miR1 version Mv3 Intron

                     /note="color: #cc0000; direction: RIGHT"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1583..1632

                     /gene="BD5-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1639..1672

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker1"

                     /SECDescr="color: #ffff00"

     source          1639..2171

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             1673..2162

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"



     source          2172..4402

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(3237..4097)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 



AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4229..4402,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcagggtagc cagatcatgg ctcactgcaa cctcgtactc ctgggctcaa gctatcctcc

      481 tacctcagcc tcctgagtaa cggactacag gcacaccacc ccacctcgct aattttattt

      541 attttttttg tagagaaaag agacagggta ttgctctgtt gcccagggtg gggtgcagtg

      601 gcatgatcat ggctcactgc aacctctgcc tcccaggttc aagtgatcct ccagctgtgg

      661 cctccctaag tgctgggatt acaaccgtga gccgccgcac cggcccaaat ttcttacgtc

      721 actacagagt tcctaggaaa aaatcccata cctgaaaaag atagaaactg acaggaagga

      781 tttgagatga tgacctgctt catatacact ccttattaaa actggataac aatgcaccac

      841 cgaggaggtg gggagggata ggaaaaatga aaagagaaaa tcagcgcatg cgtactctga



      901 tttgggaaga ctccaaagag aaaatcagag catgcgtact ctgaacttgg agtagccaat

      961 cccaggggat gctttaggcg ggaaagtcag agtttctgcc tccattttga gaaggttctg

     1021 tccctagagc ctagactgat agaccccaca tcagcttggc ttgtcccgcc tactgttctg

     1081 acttctgatt ggccagatgg agttcactaa ctgccctgat tggtccatca tcctggagca

     1141 atgacattgc agaatatttt ctcctcctcc agccacactt tgtcaccaac tgctgccaac

     1201 tcgccaccac tgctgccgac ctcgcaacca ctgctttgtc tctggcgcgc cagctcgcca

     1261 ccatggtgtc taagggcgaa gagctgatta aggagaacat gcacatgaag ctgtacatgg

     1321 agggcaccgt gaacaaccac cacttcaagt gcacatccga gggcgaaggc aagccctacg

     1381 agggcaccca gaccatgaga atcaaggtgg tcgagggcgg ccctctcccc ttcgccttcg

     1441 acatcctggc taccagcttc atgtacggca gcaaaacctt catcaaccac acccagggca

     1501 tccccgactt ctttaagcag tccttccctg aggtaagtgt gctcgcttcg gcagcacata

     1561 tactatgttg aatgaggctt catggggaga gttggagttt tttgaagggg agagatttgg

     1621 aggagggagc aagaattcca taggatggca agatcctggt atcggtctgc gaggatccgt

     1681 cgagcctctg gccacatcgg ttcctgcggt aagcgggact ctggggttcg aaatgaccga

     1741 ccaagcgacg cccaacctgc catcacgaga tttcgattcc accgccgcct tctatgaaag

     1801 gttgggcttc ggaatcgttt tccgggacgc cggctggatg atcctccagc gcggggatct

     1861 catgctggag ttcttcgccc accctagggg gaggctaact gaaacacgga aggagacaat

     1921 accggaagga acccgcgcta tgacggcaat aaaaagacag aataaaacgc acggtgttgg

     1981 gtcgtttgtt cataaacgcg gggttcggtc ccagggctgg cactctgtcg ataccccacc

     2041 gagacgccat tggggccaat acgcccgcgt ttcttccttt tccccacccc accccccaag

     2101 ttcgggtgaa ggcccagggc tcgcagccaa cgtcggggcg gcaggccctg ccatagcctc

     2161 aggtatgtcg accgatgccc ttgagagcct tcaacccagt cagctccttc cggtgggcgc

     2221 ggggcatgac tatcgtcgcc gcacttatga ctgtcttctt tatcatgcaa ctcgtaggac

     2281 aggtgccggc agcgctcttc cgcttcctcg ctcactgact cgctgcgctc ggtcgttcgg

     2341 ctgcggcgag cggtatcagc tcactcaaag gcggtaatac ggttatccac agaatcaggg

     2401 gataacgcag gaaagaacat gtgagcaaaa ggccagcaaa aggccaggaa ccgtaaaaag

     2461 gccgcgttgc tggcgttttt ccataggctc cgcccccctg acgagcatca caaaaatcga

     2521 cgctcaagtc agaggtggcg aaacccgaca ggactataaa gataccaggc gtttccccct

     2581 ggaagctccc tcgtgcgctc tcctgttccg accctgccgc ttaccggata cctgtccgcc



     2641 tttctccctt cgggaagcgt ggcgctttct caatgctcac gctgtaggta tctcagttcg

     2701 gtgtaggtcg ttcgctccaa gctgggctgt gtgcacgaac cccccgttca gcccgaccgc

     2761 tgcgccttat ccggtaacta tcgtcttgag tccaacccgg taagacacga cttatcgcca

     2821 ctggcagcag ccactggtaa caggattagc agagcgaggt atgtaggcgg tgctacagag

     2881 ttcttgaagt ggtggcctaa ctacggctac actagaagga cagtatttgg tatctgcgct

     2941 ctgctgaagc cagttacctt cggaaaaaga gttggtagct cttgatccgg caaacaaacc

     3001 accgctggta gcggtggttt ttttgtttgc aagcagcaga ttacgcgcag aaaaaaagga

     3061 tctcaagaag atcctttgat cttttctacg gggtctgacg ctcagtggaa cgaaaactca

     3121 cgttaaggga ttttggtcat gagattatca aaaaggatct tcacctagat ccttttaaat

     3181 taaaaatgaa gttttaaatc aatctaaagt atatatgagt aaacttggtc tgacagttac

     3241 caatgcttaa tcagtgaggc acctatctca gcgatctgtc tatttcgttc atccatagtt

     3301 gcctgactcc ccgtcgtgta gataactacg atacgggagg gcttaccatc tggccccagt

     3361 gctgcaatga taccgcgaga cccacgctca ccggctccag atttatcagc aataaaccag

     3421 ccagccggaa gggccgagcg cagaagtggt cctgcaactt tatccgcctc catccagtct

     3481 attaattgtt gccgggaagc tagagtaagt agttcgccag ttaatagttt gcgcaacgtt

     3541 gttgccattg ctacaggcat cgtggtgtca cgctcgtcgt ttggtatggc ttcattcagc

     3601 tccggttccc aacgatcaag gcgagttaca tgatccccca tgttgtgcaa aaaagcggtt

     3661 agctccttcg gtcctccgat cgttgtcaga agtaagttgg ccgcagtgtt atcactcatg

     3721 gttatggcag cactgcataa ttctcttact gtcatgccat ccgtaagatg cttttctgtg

     3781 actggtgagt actcaaccaa gtcattctga gaatagtgta tgcggcgacc gagttgctct

     3841 tgcccggcgt caatacggga taataccgcg ccacatagca gaactttaaa agtgctcatc

     3901 attggaaaac gttcttcggg gcgaaaactc tcaaggatct taccgctgtt gagatccagt

     3961 tcgatgtaac ccactcgtgc acccaactga tcttcagcat cttttacttt caccagcgtt

     4021 tctgggtgag caaaaacagg aaggcaaaat gccgcaaaaa agggaataag ggcgacacgg

     4081 aaatgttgaa tactcatact cttccttttt caatattatt gaagcattta tcagggttat

     4141 tgtctcatga gcggatacat atttgaatgt atttagaaaa ataaacaaat aggggttccg

     4201 cgcacatttc cccgaaaagt gccacctgac gcgccctgta gcggcgcatt aagcgcggcg

     4261 ggtgtggtgg ttacgcgcag cgtgaccgct acacttgcca gcgccctagc gcccgctcct

     4321 ttcgctttct tcccttcctt tctcgccacg ttcgccggct ttccccgtca agctctaaat



     4381 cgggggctcc ctttagggtt cc

//

pKR45
LOCUS       pKR45                   4815 bp    DNA     circular SYN 20-AUG-2025

DEFINITION

ACCESSION   pKR45

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4815)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             410..1437

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="PAGELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"



                     /SECDescr="color: #993366; direction: RIGHT"

     source          410..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             1444..1483

                     /gene="linker 2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1490..1539

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD5-AS"

                     /SECDescr="color: #3366ff"

     source          1490..1539

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     misc_feature    1540..1573

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="Linker"

                     /SECDescr="color: #ffff00"

     source          1540..2109

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     misc_feature    1574..1585

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1586..1614

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1586..1617

                     /gene="Canonical 3'SE V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1615..1616

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"



     CDS             1617..1618

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1617..2060

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    2065..2120

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"



     source          2110..4815

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2121..2570

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3650..4510)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""



                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4642..4815,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc



      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac

      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccgaagcag agttcagcca tgaatggaca accggagagt ggagaattct tgctccctcc

     1501 tccaaatctc tccccttcaa ttaactccaa ctctccccac ataagatggc aagatcctgg

     1561 tatcggtctg cgacggggat gggggtacta acttcgagtc ttcttttttt ttttagggct

     1621 tcacatggga gagagtcacc acatacgaag acgggggcgt gctgaccgct acccaggaca

     1681 ccagcctcca ggacggctgc ctcatctaca acgtcaagat cagaggggtg aacttcccat

     1741 ccaacggccc tgtgatgcag aagaaaacac tcggctggga ggcctccacc gagatgctgt

     1801 accccgctga cggcggcctg gaaggcagaa gcgacatggc cctgaagctc gtgggcgggg

     1861 gccacctgat ctgcaacttg aagaccacat acagatccaa gaaacccgct aagaacctca

     1921 agatgcccgg cgtctactat gtggacagaa gactggaaag aatcaaggag gccgacaaag

     1981 agacctacgt cgagcagcac gaggtggctg tggccagata ctgcgacctc cctagcaaac



     2041 tggggcacaa acttaattga taaaggtcgt cagactgatg ggccctattc ggatattgag

     2101 atgaggatcc aagcttgtaa gcgggactct agggttcgaa atgaccgacc aagcgacgcc

     2161 caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt tgggcttcgg

     2221 aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca tgctggagtt

     2281 cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac cggaaggaac

     2341 ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt cgtttgttca

     2401 taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga gacgccattg

     2461 gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt cgggtgaagg

     2521 cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag ctcgagtatg

     2581 tcgaccgatg cccttgagag ccttcaaccc agtcagctcc ttccggtggg cgcggggcat

     2641 gactatcgtc gccgcactta tgactgtctt ctttatcatg caactcgtag gacaggtgcc

     2701 ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg ctcggtcgtt cggctgcggc

     2761 gagcggtatc agctcactca aaggcggtaa tacggttatc cacagaatca ggggataacg

     2821 caggaaagaa catgtgagca aaaggccagc aaaaggccag gaaccgtaaa aaggccgcgt

     2881 tgctggcgtt tttccatagg ctccgccccc ctgacgagca tcacaaaaat cgacgctcaa

     2941 gtcagaggtg gcgaaacccg acaggactat aaagatacca ggcgtttccc cctggaagct

     3001 ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg atacctgtcc gcctttctcc

     3061 cttcgggaag cgtggcgctt tctcaatgct cacgctgtag gtatctcagt tcggtgtagg

     3121 tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt tcagcccgac cgctgcgcct

     3181 tatccggtaa ctatcgtctt gagtccaacc cggtaagaca cgacttatcg ccactggcag

     3241 cagccactgg taacaggatt agcagagcga ggtatgtagg cggtgctaca gagttcttga

     3301 agtggtggcc taactacggc tacactagaa ggacagtatt tggtatctgc gctctgctga

     3361 agccagttac cttcggaaaa agagttggta gctcttgatc cggcaaacaa accaccgctg

     3421 gtagcggtgg tttttttgtt tgcaagcagc agattacgcg cagaaaaaaa ggatctcaag

     3481 aagatccttt gatcttttct acggggtctg acgctcagtg gaacgaaaac tcacgttaag

     3541 ggattttggt catgagatta tcaaaaagga tcttcaccta gatcctttta aattaaaaat

     3601 gaagttttaa atcaatctaa agtatatatg agtaaacttg gtctgacagt taccaatgct

     3661 taatcagtga ggcacctatc tcagcgatct gtctatttcg ttcatccata gttgcctgac

     3721 tccccgtcgt gtagataact acgatacggg agggcttacc atctggcccc agtgctgcaa



     3781 tgataccgcg agacccacgc tcaccggctc cagatttatc agcaataaac cagccagccg

     3841 gaagggccga gcgcagaagt ggtcctgcaa ctttatccgc ctccatccag tctattaatt

     3901 gttgccggga agctagagta agtagttcgc cagttaatag tttgcgcaac gttgttgcca

     3961 ttgctacagg catcgtggtg tcacgctcgt cgtttggtat ggcttcattc agctccggtt

     4021 cccaacgatc aaggcgagtt acatgatccc ccatgttgtg caaaaaagcg gttagctcct

     4081 tcggtcctcc gatcgttgtc agaagtaagt tggccgcagt gttatcactc atggttatgg

     4141 cagcactgca taattctctt actgtcatgc catccgtaag atgcttttct gtgactggtg

     4201 agtactcaac caagtcattc tgagaatagt gtatgcggcg accgagttgc tcttgcccgg

     4261 cgtcaatacg ggataatacc gcgccacata gcagaacttt aaaagtgctc atcattggaa

     4321 aacgttcttc ggggcgaaaa ctctcaagga tcttaccgct gttgagatcc agttcgatgt

     4381 aacccactcg tgcacccaac tgatcttcag catcttttac tttcaccagc gtttctgggt

     4441 gagcaaaaac aggaaggcaa aatgccgcaa aaaagggaat aagggcgaca cggaaatgtt

     4501 gaatactcat actcttcctt tttcaatatt attgaagcat ttatcagggt tattgtctca

     4561 tgagcggata catatttgaa tgtatttaga aaaataaaca aataggggtt ccgcgcacat

     4621 ttccccgaaa agtgccacct gacgcgccct gtagcggcgc attaagcgcg gcgggtgtgg

     4681 tggttacgcg cagcgtgacc gctacacttg ccagcgccct agcgcccgct cctttcgctt

     4741 tcttcccttc ctttctcgcc acgttcgccg gctttccccg tcaagctcta aatcgggggc

     4801 tccctttagg gttcc

//

pKR70
LOCUS       pKR70                   4789 bp    DNA     circular SYN 21-AUG-2025

DEFINITION

ACCESSION   pKR70

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4789)



  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     source          411..1437

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color'"

                     /SECDescr="color: #ffffff"

     CDS             411..1443

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /codon_start=3

                     /translation="AGELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     CDS             1444..1463

                     /gene="linker2 20bp"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1464..1513

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName=" AFP BD-AS"

                     /SECDescr="color: #3366ff"

     source          1464..1559

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     misc_feature    1514..1547

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker3"

                     /SECDescr="color: #ffff00"

     misc_feature    1548..1559

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     CDS             1560..1567



                     /gene="BP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1560..1588

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1573..1588

                     /gene="ppt"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1589..1590

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          1589..2083

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             1591..1592

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1591..2034

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    2039..2094

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"

     source          2084..4789

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2095..2544



                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(3624..4484)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 



LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4616..4789,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggtga

      421 gttaatagct ctgcgcggag ggaggggatg gagagggggt ccttgatcgc ctcccaacat

      481 tactgagcta catcacctga gcagtttcta ccccgatttc tgtaacgagc agtttttctc

      541 gttctgtgcc ggcgcgcgcg cgcacacaca cacacacaca cacacacaca cacacacggc

      601 tcagattcgg ccgcacccgg caaccgctag ggtgcatgga gacacattag gttacataac



      661 ccttcaccgt gttcgaaacc ctttcttgat cgtgtgggtg gctctgaaaa gagcctttgg

      721 gttcaggacg ccgaggaacg cctcacttgg agctggtgta cttggtgaca gccttggtgc

      781 cctcggacac ggcgtgcttg gccagctcgc cgggcagcag caggcgaacg gccgtctgca

      841 cttcgcggga cgtgatggtg gagcgcttgt tgtagtgtgc caggcgggag gcctcgctgg

      901 cgatgcgctc gaagatgtca ttggcgaagg agttcatgat gcccatggcc ttggacgaga

      961 tgccggtgtc ggggtgcacc tgcttcagca ccttgtacac gtagatagaa tagctctcct

     1021 tgcggccgcg cttgcgcttc ttgccgtcct tcttctgtgc cttggtgaca gcctttttag

     1081 aacccttctt gggcgcagga gccgatttgg acgggtctgg catgatggct gagtctctcc

     1141 aaacagaaac gcgcggcgct cggagtaact ctatttgtac gttttgtatt caaatgaagg

     1201 ctcaggattt gctcacttct gattggatca aacgttgttc tacgtcatcg ctgggaaagg

     1261 aatacgcaaa ttaggagtgc caggttcttt ttctgattgg ctaccatagc catccaatcg

     1321 aacgccgcgg tctagcctac ctctgtacca tacataaggg ctcgctggcc ttcactgccc

     1381 tcttgttttt agtctcgctt ttcggttgcc gttgtctttt ttccttgact cggaaggcgc

     1441 gccatggaca accggagagt ggattgatcc tttctccaaa tctcttcttt taaattaaat

     1501 ccaaatctct ccacataaga tggcaagatc ctggtatcgg tctgcgacgg ggatgggggt

     1561 actaacttcg agtcttcttt ttttttttag ggcttcacat gggagagagt caccacatac

     1621 gaagacgggg gcgtgctgac cgctacccag gacaccagcc tccaggacgg ctgcctcatc

     1681 tacaacgtca agatcagagg ggtgaacttc ccatccaacg gccctgtgat gcagaagaaa

     1741 acactcggct gggaggcctc caccgagatg ctgtaccccg ctgacggcgg cctggaaggc

     1801 agaagcgaca tggccctgaa gctcgtgggc gggggccacc tgatctgcaa cttgaagacc

     1861 acatacagat ccaagaaacc cgctaagaac ctcaagatgc ccggcgtcta ctatgtggac

     1921 agaagactgg aaagaatcaa ggaggccgac aaagagacct acgtcgagca gcacgaggtg

     1981 gctgtggcca gatactgcga cctccctagc aaactggggc acaaacttaa ttgataaagg

     2041 tcgtcagact gatgggccct attcggatat tgagatgagg atccaagctt gtaagcggga

     2101 ctctagggtt cgaaatgacc gaccaagcga cgcccaacct gccatcacga gatttcgatt

     2161 ccaccgccgc cttctatgaa aggttgggct tcggaatcgt tttccgggac gccggctgga

     2221 tgatcctcca gcgcggggat ctcatgctgg agttcttcgc ccaccctagg gggaggctaa

     2281 ctgaaacacg gaaggagaca ataccggaag gaacccgcgc tatgacggca ataaaaagac

     2341 agaataaaac gcacggtgtt gggtcgtttg ttcataaacg cggggttcgg tcccagggct



     2401 ggcactctgt cgatacccca ccgagacgcc attggggcca atacgcccgc gtttcttcct

     2461 tttccccacc ccacccccca agttcgggtg aaggcccagg gctcgcagcc aacgtcgggg

     2521 cggcaggccc tgccatagcc tcagctcgag tatgtcgacc gatgcccttg agagccttca

     2581 acccagtcag ctccttccgg tgggcgcggg gcatgactat cgtcgccgca cttatgactg

     2641 tcttctttat catgcaactc gtaggacagg tgccggcagc gctcttccgc ttcctcgctc

     2701 actgactcgc tgcgctcggt cgttcggctg cggcgagcgg tatcagctca ctcaaaggcg

     2761 gtaatacggt tatccacaga atcaggggat aacgcaggaa agaacatgtg agcaaaaggc

     2821 cagcaaaagg ccaggaaccg taaaaaggcc gcgttgctgg cgtttttcca taggctccgc

     2881 ccccctgacg agcatcacaa aaatcgacgc tcaagtcaga ggtggcgaaa cccgacagga

     2941 ctataaagat accaggcgtt tccccctgga agctccctcg tgcgctctcc tgttccgacc

     3001 ctgccgctta ccggatacct gtccgccttt ctcccttcgg gaagcgtggc gctttctcaa

     3061 tgctcacgct gtaggtatct cagttcggtg taggtcgttc gctccaagct gggctgtgtg

     3121 cacgaacccc ccgttcagcc cgaccgctgc gccttatccg gtaactatcg tcttgagtcc

     3181 aacccggtaa gacacgactt atcgccactg gcagcagcca ctggtaacag gattagcaga

     3241 gcgaggtatg taggcggtgc tacagagttc ttgaagtggt ggcctaacta cggctacact

     3301 agaaggacag tatttggtat ctgcgctctg ctgaagccag ttaccttcgg aaaaagagtt

     3361 ggtagctctt gatccggcaa acaaaccacc gctggtagcg gtggtttttt tgtttgcaag

     3421 cagcagatta cgcgcagaaa aaaaggatct caagaagatc ctttgatctt ttctacgggg

     3481 tctgacgctc agtggaacga aaactcacgt taagggattt tggtcatgag attatcaaaa

     3541 aggatcttca cctagatcct tttaaattaa aaatgaagtt ttaaatcaat ctaaagtata

     3601 tatgagtaaa cttggtctga cagttaccaa tgcttaatca gtgaggcacc tatctcagcg

     3661 atctgtctat ttcgttcatc catagttgcc tgactccccg tcgtgtagat aactacgata

     3721 cgggagggct taccatctgg ccccagtgct gcaatgatac cgcgagaccc acgctcaccg

     3781 gctccagatt tatcagcaat aaaccagcca gccggaaggg ccgagcgcag aagtggtcct

     3841 gcaactttat ccgcctccat ccagtctatt aattgttgcc gggaagctag agtaagtagt

     3901 tcgccagtta atagtttgcg caacgttgtt gccattgcta caggcatcgt ggtgtcacgc

     3961 tcgtcgtttg gtatggcttc attcagctcc ggttcccaac gatcaaggcg agttacatga

     4021 tcccccatgt tgtgcaaaaa agcggttagc tccttcggtc ctccgatcgt tgtcagaagt

     4081 aagttggccg cagtgttatc actcatggtt atggcagcac tgcataattc tcttactgtc



     4141 atgccatccg taagatgctt ttctgtgact ggtgagtact caaccaagtc attctgagaa

     4201 tagtgtatgc ggcgaccgag ttgctcttgc ccggcgtcaa tacgggataa taccgcgcca

     4261 catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt cttcggggcg aaaactctca

     4321 aggatcttac cgctgttgag atccagttcg atgtaaccca ctcgtgcacc caactgatct

     4381 tcagcatctt ttactttcac cagcgtttct gggtgagcaa aaacaggaag gcaaaatgcc

     4441 gcaaaaaagg gaataagggc gacacggaaa tgttgaatac tcatactctt cctttttcaa

     4501 tattattgaa gcatttatca gggttattgt ctcatgagcg gatacatatt tgaatgtatt

     4561 tagaaaaata aacaaatagg ggttccgcgc acatttcccc gaaaagtgcc acctgacgcg

     4621 ccctgtagcg gcgcattaag cgcggcgggt gtggtggtta cgcgcagcgt gaccgctaca

     4681 cttgccagcg ccctagcgcc cgctcctttc gctttcttcc cttcctttct cgccacgttc

     4741 gccggctttc cccgtcaagc tctaaatcgg gggctccctt tagggttcc

//

pKR77
LOCUS       pKR77                   4410 bp    DNA     circular SYN 21-AUG-2025

DEFINITION

ACCESSION   pKR77

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4410)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..1245

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"



                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             411..1251

                     /gene="SSX1p"

                     /label=SSX1p

                     /note="color: #cc0000; direction: RIGHT"

                     /codon_start=3

                     /translation="AALQGSQIMAHCNLVLLGSSYPPTSAS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="SSX1p"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1246..1534

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     misc_signal     1257..1262

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             1266..1532

                     /gene="mK-Ex1"

                     /label=mK-Ex1

                     /note="color: #cc0000; direction: RIGHT"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex1"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1531..1538

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1541..1590

                     /gene="Filler linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1597..1646

                     /label=New BD reverse to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AFP BD-S"

                     /SECDescr="color: #3366ff"

     source          1597..2179

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     misc_feature    1647..1680

                     /label=Linker

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="Linker1"

                     /SECDescr="color: #ffff00"

     CDS             1681..2170

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2180..4410

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(3245..4105)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS



                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4237..4410,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa



      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcagggtagc cagatcatgg ctcactgcaa cctcgtactc ctgggctcaa gctatcctcc

      481 tacctcagcc tcctgagtaa cggactacag gcacaccacc ccacctcgct aattttattt

      541 attttttttg tagagaaaag agacagggta ttgctctgtt gcccagggtg gggtgcagtg

      601 gcatgatcat ggctcactgc aacctctgcc tcccaggttc aagtgatcct ccagctgtgg

      661 cctccctaag tgctgggatt acaaccgtga gccgccgcac cggcccaaat ttcttacgtc

      721 actacagagt tcctaggaaa aaatcccata cctgaaaaag atagaaactg acaggaagga

      781 tttgagatga tgacctgctt catatacact ccttattaaa actggataac aatgcaccac

      841 cgaggaggtg gggagggata ggaaaaatga aaagagaaaa tcagcgcatg cgtactctga

      901 tttgggaaga ctccaaagag aaaatcagag catgcgtact ctgaacttgg agtagccaat

      961 cccaggggat gctttaggcg ggaaagtcag agtttctgcc tccattttga gaaggttctg

     1021 tccctagagc ctagactgat agaccccaca tcagcttggc ttgtcccgcc tactgttctg

     1081 acttctgatt ggccagatgg agttcactaa ctgccctgat tggtccatca tcctggagca

     1141 atgacattgc agaatatttt ctcctcctcc agccacactt tgtcaccaac tgctgccaac

     1201 tcgccaccac tgctgccgac ctcgcaacca ctgctttgtc tctggcgcgc cagctcgcca

     1261 ccatggtgtc taagggcgaa gagctgatta aggagaacat gcacatgaag ctgtacatgg

     1321 agggcaccgt gaacaaccac cacttcaagt gcacatccga gggcgaaggc aagccctacg

     1381 agggcaccca gaccatgaga atcaaggtgg tcgagggcgg ccctctcccc ttcgccttcg

     1441 acatcctggc taccagcttc atgtacggca gcaaaacctt catcaaccac acccagggca

     1501 tccccgactt ctttaagcag tccttccctg aggtgaattc caagaaggta ctggctgcta

     1561 ttatacgaag tgccgttgca ggatctcctg gaattctgga gagatttgga ttttttttaa

     1621 aagaagagat ttggagaaag gatcaacata ggatggcaag atcctggtat cggtctgcga

     1681 ggatccgtcg agcctctggc cacatcggtt cctgcggtaa gcgggactct ggggttcgaa

     1741 atgaccgacc aagcgacgcc caacctgcca tcacgagatt tcgattccac cgccgccttc

     1801 tatgaaaggt tgggcttcgg aatcgttttc cgggacgccg gctggatgat cctccagcgc

     1861 ggggatctca tgctggagtt cttcgcccac cctaggggga ggctaactga aacacggaag

     1921 gagacaatac cggaaggaac ccgcgctatg acggcaataa aaagacagaa taaaacgcac



     1981 ggtgttgggt cgtttgttca taaacgcggg gttcggtccc agggctggca ctctgtcgat

     2041 accccaccga gacgccattg gggccaatac gcccgcgttt cttccttttc cccaccccac

     2101 cccccaagtt cgggtgaagg cccagggctc gcagccaacg tcggggcggc aggccctgcc

     2161 atagcctcag gtatgtcgac cgatgccctt gagagccttc aacccagtca gctccttccg

     2221 gtgggcgcgg ggcatgacta tcgtcgccgc acttatgact gtcttcttta tcatgcaact

     2281 cgtaggacag gtgccggcag cgctcttccg cttcctcgct cactgactcg ctgcgctcgg

     2341 tcgttcggct gcggcgagcg gtatcagctc actcaaaggc ggtaatacgg ttatccacag

     2401 aatcagggga taacgcagga aagaacatgt gagcaaaagg ccagcaaaag gccaggaacc

     2461 gtaaaaaggc cgcgttgctg gcgtttttcc ataggctccg cccccctgac gagcatcaca

     2521 aaaatcgacg ctcaagtcag aggtggcgaa acccgacagg actataaaga taccaggcgt

     2581 ttccccctgg aagctccctc gtgcgctctc ctgttccgac cctgccgctt accggatacc

     2641 tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca atgctcacgc tgtaggtatc

     2701 tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt gcacgaaccc cccgttcagc

     2761 ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc caacccggta agacacgact

     2821 tatcgccact ggcagcagcc actggtaaca ggattagcag agcgaggtat gtaggcggtg

     2881 ctacagagtt cttgaagtgg tggcctaact acggctacac tagaaggaca gtatttggta

     2941 tctgcgctct gctgaagcca gttaccttcg gaaaaagagt tggtagctct tgatccggca

     3001 aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa gcagcagatt acgcgcagaa

     3061 aaaaaggatc tcaagaagat cctttgatct tttctacggg gtctgacgct cagtggaacg

     3121 aaaactcacg ttaagggatt ttggtcatga gattatcaaa aaggatcttc acctagatcc

     3181 ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat atatgagtaa acttggtctg

     3241 acagttacca atgcttaatc agtgaggcac ctatctcagc gatctgtcta tttcgttcat

     3301 ccatagttgc ctgactcccc gtcgtgtaga taactacgat acgggagggc ttaccatctg

     3361 gccccagtgc tgcaatgata ccgcgagacc cacgctcacc ggctccagat ttatcagcaa

     3421 taaaccagcc agccggaagg gccgagcgca gaagtggtcc tgcaacttta tccgcctcca

     3481 tccagtctat taattgttgc cgggaagcta gagtaagtag ttcgccagtt aatagtttgc

     3541 gcaacgttgt tgccattgct acaggcatcg tggtgtcacg ctcgtcgttt ggtatggctt

     3601 cattcagctc cggttcccaa cgatcaaggc gagttacatg atcccccatg ttgtgcaaaa

     3661 aagcggttag ctccttcggt cctccgatcg ttgtcagaag taagttggcc gcagtgttat



     3721 cactcatggt tatggcagca ctgcataatt ctcttactgt catgccatcc gtaagatgct

     3781 tttctgtgac tggtgagtac tcaaccaagt cattctgaga atagtgtatg cggcgaccga

     3841 gttgctcttg cccggcgtca atacgggata ataccgcgcc acatagcaga actttaaaag

     3901 tgctcatcat tggaaaacgt tcttcggggc gaaaactctc aaggatctta ccgctgttga

     3961 gatccagttc gatgtaaccc actcgtgcac ccaactgatc ttcagcatct tttactttca

     4021 ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc cgcaaaaaag ggaataaggg

     4081 cgacacggaa atgttgaata ctcatactct tcctttttca atattattga agcatttatc

     4141 agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat aaacaaatag

     4201 gggttccgcg cacatttccc cgaaaagtgc cacctgacgc gccctgtagc ggcgcattaa

     4261 gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac acttgccagc gccctagcgc

     4321 ccgctccttt cgctttcttc ccttcctttc tcgccacgtt cgccggcttt ccccgtcaag

     4381 ctctaaatcg ggggctccct ttagggttcc

//

pRZ198
LOCUS       pRZ198                  5246 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ198

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 5246)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(325..1185)

                     /label=AmpR



                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1317..1772

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"



                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1491..1898

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     CDS             2187..2452

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2455..2531

                     /gene="G3p"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2462..2477

                     /gene="GAL4BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2481..2496

                     /gene="GAL4BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2505..2520



                     /gene="GAL4BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2532..2567

                     /gene="CMV-TATA"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2568..2608

                     /gene="5' UTR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     2622..2627

                     /created_by="User"

                     /label="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

     primer_bind     2631..2646

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"



                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            2631..2897

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     2631..2897

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(2873..2897)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"



                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     2881..2906

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2883..2907

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2895..2914



                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     2896..2903

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"

     misc_feature    2898..2903

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             2898..3285

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     2904..2920

                     /created_by="primer3"



                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    2904..3252

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"

     primer_bind     2935..2959

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"



     misc_feature    3025..3133

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    3025..3133

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     misc_feature    3049..3070

                     /created_by="User"

                     /label="FF4 s"

                     /SECDrawAs="Info only"

                     /SECName="FF4 s"

     misc_feature    3049..3070

                     /gene="FF4 s"

                     /label="FF4 s misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2-BS"

     misc_feature    complement(3090..3111)

                     /created_by="User"

                     /label="FF4 as"

                     /SECDrawAs="Info only"

                     /SECName="FF4 as"

     misc_feature    complement(3090..3111)

                     /gene="FF4 as"



                     /label="FF4 as misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2"

     misc_feature    complement(3238..3265)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3247..3252

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    3253..3260



                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(3253..3260)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3253..3260

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    3260

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    3261..3265

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"



                     /SECName="XhoI part"

     misc_feature    3266..3281

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    3266..3281

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    3282..3285

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(3282..3285)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"



                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3282..3285

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     misc_feature    3286..3287

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          3286..3735

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'''source'"

     CDS             3288..3289

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             3288..3731

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

                     /SECDescr="color: #cc0000"

     CDS             3735..3769

                     /gene="linker "

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3776..3803

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3804..3831

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3832..3859



                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          3879

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''''source'"

     CDS             3879..3908

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3909..3936

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3937..3964

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3965..3992

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4047..4496

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          4047..4505

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(4506..5246,1..1490)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt

       61 tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa

      121 gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg

      181 gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa

      241 aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat

      301 atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc

      361 gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat

      421 acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc

      481 ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc

      541 tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag

      601 ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg

      661 ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg

      721 atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag

      781 taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt



      841 catgccatcc gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga

      901 atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc

      961 acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc

     1021 aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc

     1081 ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc

     1141 cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca

     1201 atattattga agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat

     1261 ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc

     1321 gccctgtagc ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac

     1381 acttgccagc gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt

     1441 cgccggcttt ccccgtcaag ctctaaatcg ggggctccct ttagggttcc gatttagtgc

     1501 tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta gtgggccatc

     1561 gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta atagtggact

     1621 cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg atttataagg

     1681 gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa aatttaacgc

     1741 gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc tgcgcaactg

     1801 ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc taccatgata

     1861 agtaagtaat attaaggtac gggaggtact tggaggtaga cccgacaggc ccgaaggaat

     1921 agaagaagaa ggtggagaga gagacagaga cagatccatt cgattagtga acggatcggc

     1981 actgcgtgcg ccaattctgc agacaaatgg cagtattcat ccacaatttt aaaagaaaag

     2041 gggggattgg ggggtacagt gcaggggaaa gaatagtaga cataatagca acagacatac

     2101 aaactaaaga attacaaaaa caaattacaa aaattcaaaa ttttcgggtt tattacaggg

     2161 acagcagaga tccagtttgg ttaatgggcg cgcctcgacg ttgtcactga agcgggaagg

     2221 gactggctgc tattgggcga agtgccgggg caggatctcc tgtcatctca ccttgctcct

     2281 gccgagaaag tatccatcat ggctgatgca atgcggcggc tgcatacgct tgatccggct

     2341 acctgcccat tcgaccacca agcgaaacat cgcatcgagc gagcacgtac tcggatggaa

     2401 gccggtcttg tcgatcagga tgatctggac gaagagcatc agggcctgca ggcgctcgag

     2461 cggagtactg tcctccgatc ggagtactgt cctccgcgaa ttccggagta ctgtcctccg

     2521 aagacgctag caggcgtgta cggtgggagg tctatataag cagcgcgtgc gatctaagta



     2581 agcttggcat tccggtactg ttggtaaacc agctccagct cgccaccatg gtgtctaagg

     2641 gcgaagagct gattaaggag aacatgcaca tgaagctgta catggagggc accgtgaaca

     2701 accaccactt caagtgcaca tccgagggcg aaggcaagcc ctacgagggc acccagacca

     2761 tgagaatcaa ggtggtcgag ggcggccctc tccccttcgc cttcgacatc ctggctacca

     2821 gcttcatgta cggcagcaaa accttcatca accacaccca gggcatcccc gacttcttta

     2881 agcagtcctt ccctgaggta agtgtgctcg cttcggcagc acatatacta tgttgaatga

     2941 ggcttcagta ctttacagaa tcgttgcctg cacatcttgg aaacacttgc tgggattact

     3001 tcttcaggtt aacccaacag aaggctcgag tgctgttgac agtgagcgcc gtctcgttta

     3061 tgagtagaaa tagtgaagcc acagatgtat ttctactcat aaacgagacg gtgcctactg

     3121 cctcggagaa ttcaaggggc tactttagga gcaattatct tgtttactaa aactgaatac

     3181 cttgctatct ctttgataca tttttacaaa gctgaattaa aatggtataa attaaatcac

     3241 ttttttcaat tgtactaact tcgagtcttc tttttttttt tcacaagggc ttcacatggg

     3301 agagagtcac cacatacgaa gacgggggcg tgctgaccgc tacccaggac accagcctcc

     3361 aggacggctg cctcatctac aacgtcaaga tcagaggggt gaacttccca tccaacggcc

     3421 ctgtgatgca gaagaaaaca ctcggctggg aggcctccac cgagatgctg taccccgctg

     3481 acggcggcct ggaaggcaga agcgacatgg ccctgaagct cgtgggcggg ggccacctga

     3541 tctgcaactt gaagaccaca tacagatcca agaaacccgc taagaacctc aagatgcccg

     3601 gcgtctacta tgtggacaga agactggaaa gaatcaagga ggccgacaaa gagacctacg

     3661 tcgagcagca cgaggtggct gtggccagat actgcgacct ccctagcaaa ctgggacaca

     3721 aacttaattg ataaacatag gatggcaaga tcctggtatc ggtctgcgaa ccggtgcacc

     3781 cgctcgttta tgtgttctaa tacgcacccg ctcgtttatg tgttctaata cgcacccgct

     3841 cgtttatgtg ttctaatacg gatccttgca gtcggatcac atatgatggc aagatcctgg

     3901 tatcggtcgc acggccagga ttattgtaga tattacgcac ggccaggatt attgtagata

     3961 ttacgcacgg ccaggattat tgtagatatt acgatatcaa gcttatcgat aatcaacctc

     4021 tggattacac ccgggtaacc ggtaacgcgg gactctgggg ttcgaaatga ccgaccaagc

     4081 gacgcccaac ctgccatcac gagatttcga ttccaccgcc gccttctatg aaaggttggg

     4141 cttcggaatc gttttccggg acgccggctg gatgatcctc cagcgcgggg atctcatgct

     4201 ggagttcttc gcccacccta gggggaggct aactgaaaca cggaaggaga caataccgga

     4261 aggaacccgc gctatgacgg caataaaaag acagaataaa acgcacggtg ttgggtcgtt



     4321 tgttcataaa cgcggggttc ggtcccaggg ctggcactct gtcgataccc caccgagacg

     4381 ccattggggc caatacgccc gcgtttcttc cttttcccca ccccaccccc caagttcggg

     4441 tgaaggccca gggctcgcag ccaacgtcgg ggcggcaggc cctgccatag cctcaggtat

     4501 gtcgaccgat gcccttgaga gccttcaacc cagtcagctc cttccggtgg gcgcggggca

     4561 tgactatcgt cgccgcactt atgactgtct tctttatcat gcaactcgta ggacaggtgc

     4621 cggcagcgct cttccgcttc ctcgctcact gactcgctgc gctcggtcgt tcggctgcgg

     4681 cgagcggtat cagctcactc aaaggcggta atacggttat ccacagaatc aggggataac

     4741 gcaggaaaga acatgtgagc aaaaggccag caaaaggcca ggaaccgtaa aaaggccgcg

     4801 ttgctggcgt ttttccatag gctccgcccc cctgacgagc atcacaaaaa tcgacgctca

     4861 agtcagaggt ggcgaaaccc gacaggacta taaagatacc aggcgtttcc ccctggaagc

     4921 tccctcgtgc gctctcctgt tccgaccctg ccgcttaccg gatacctgtc cgcctttctc

     4981 ccttcgggaa gcgtggcgct ttctcaatgc tcacgctgta ggtatctcag ttcggtgtag

     5041 gtcgttcgct ccaagctggg ctgtgtgcac gaaccccccg ttcagcccga ccgctgcgcc

     5101 ttatccggta actatcgtct tgagtccaac ccggtaagac acgacttatc gccactggca

     5161 gcagccactg gtaacaggat tagcagagcg aggtatgtag gcggtgctac agagttcttg

     5221 aagtggtggc ctaactacgg ctacac

//

pRZ199
LOCUS       pRZ199                  6222 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ199

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 6222)

  AUTHORS   Self

  JOURNAL   Unpublished.



COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(325..1185)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1317..1772



                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1491..1906

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     source          complement(1908..2363)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             complement(1909..2363)

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGLWGSK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             complement(2370..2399)

                     /gene=" BD9-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             complement(2400..2449)

                     /gene="BD5-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             complement(2450..2499)

                     /gene="ID"

                     /product="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          complement(2450..2499)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     misc_signal     complement(2494..2501)

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"

     CDS             complement(2500..2835)



                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     RRQLQDPRR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex1"

     source          complement(2841)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             3159..3424

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3427..3498

                     /gene="G3p"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3434..3449

                     /gene="GAL4BS"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     CDS             3453..3468

                     /gene="GAL4BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3477..3492

                     /gene="GAL4BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3507..3531

                     /gene="YB_TATA"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3532..3585

                     /gene="5' UTR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     3598..3603

                     /created_by="User"

                     /label="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

     primer_bind     3607..3622

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"



                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"

                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            3607..3873

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     3607..3873

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(3849..3873)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"



                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     3857..3882

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     3859..3883

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"



                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     3871..3890

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     3872..3879

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"

     misc_feature    3874..3879

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"



     CDS             3874..4261

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     3880..3896

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3880..4228

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"

     primer_bind     3911..3935

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"



                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    4001..4109

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    4001..4109

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     misc_feature    4025..4046

                     /created_by="User"

                     /label="FF4 s"

                     /SECDrawAs="Info only"

                     /SECName="FF4 s"

     misc_feature    4025..4046

                     /gene="FF4 s"

                     /label="FF4 s misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2-BS"

     misc_feature    complement(4066..4087)



                     /created_by="User"

                     /label="FF4 as"

                     /SECDrawAs="Info only"

                     /SECName="FF4 as"

     misc_feature    complement(4066..4087)

                     /gene="FF4 as"

                     /label="FF4 as misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2"

     misc_feature    complement(4214..4241)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    4223..4228

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"



                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    4229..4236

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(4229..4236)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     4229..4236

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    4236

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"



                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    4237..4241

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    4242..4257

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    4242..4257

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    4258..4261

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(4258..4261)

                     /created_by="primer3"



                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    4262..4263

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          4262..4711

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'''source'"

     CDS             4264..4265

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             4264..4707

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

                     /SECDescr="color: #cc0000"

     CDS             4711..4745

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4752..4779

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4780..4807

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             4808..4835

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          4855

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''''source'"

     CDS             4855..4884

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4885..4912

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4913..4940

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4941..4968

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             5023..5472

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS



                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          5023..5481

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(5482..6222,1..1490)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt

       61 tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa

      121 gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg

      181 gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa

      241 aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat

      301 atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc

      361 gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat

      421 acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc

      481 ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc

      541 tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag

      601 ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg

      661 ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg

      721 atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag



      781 taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt

      841 catgccatcc gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga

      901 atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc

      961 acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc

     1021 aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc

     1081 ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc

     1141 cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca

     1201 atattattga agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat

     1261 ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc

     1321 gccctgtagc ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac

     1381 acttgccagc gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt

     1441 cgccggcttt ccccgtcaag ctctaaatcg ggggctccct ttagggttcc gatttagtgc

     1501 tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta gtgggccatc

     1561 gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta atagtggact

     1621 cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg atttataagg

     1681 gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa aatttaacgc

     1741 gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc tgcgcaactg

     1801 ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc taccatgata

     1861 agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct gcactgaggc

     1921 tatggcaggg cctgccgccc cgacgttggc tgcgagccct gggccttcac ccgaacttgg

     1981 ggggtggggt ggggaaaagg aagaaacgcg ggcgtattgg ccccaatggc gtctcggtgg

     2041 ggtatcgaca gagtgccagc cctgggaccg aaccccgcgt ttatgaacaa acgacccaac

     2101 accgtgcgtt ttattctgtc tttttattgc cgtcatagcg cgggttcctt ccggtattgt

     2161 ctccttccgt gtttcagtta gcctccccct agggtgggcg aagaactcca gcatgagatc

     2221 cccgcgctgg aggatcatcc agccggcgtc ccggaaaacg attccgaagc ccaacctttc

     2281 atagaaggcg gcggtggaat cgaaatctcg tgatggcagg ttgggcgtcg cttggtcggt

     2341 catttcgaac cccagagtcc cgcgaattca aatgcaagat tctctaccag aacaaatggt

     2401 tgctccctcc tccaaatctc tccccttcaa aaaactccaa ctctccccat gaagcctcat

     2461 tcaacatagt atatgtgctg ccgaagcgag cacacttacc tcggcgcggg tcttgtagtt



     2521 gccgtcgtcc ttgaagaaga tggtgcgctc ctggacgtag ccttcgggca tggcggactt

     2581 gaagaagtcg tgctgcttca tgtggtcggg gtagcgggcg aagcactgca cgccccaggt

     2641 cagggtggtc acgagggtgg gccagggcac gggcagcttg ccggtggtgc agatgaactt

     2701 cagggtcagc ttgccgtagg tggcatcgcc ctcgccctcg ccggacacgc tgaacttgtg

     2761 gccgtttacg tcgccgtcca gctcgaccag gatgggcacc accccggtga acagctcctc

     2821 gcccttgctc accatggtgg cggatccggc ccgcggtacc gtcgactgca gacccgacag

     2881 gcccgaagga atagaagaag aaggtggaga gagagacaga gacagatcca ttcgattagt

     2941 gaacggatcg gcactgcgtg cgccaattct gcagacaaat ggcagtattc atccacaatt

     3001 ttaaaagaaa aggggggatt ggggggtaca gtgcagggga aagaatagta gacataatag

     3061 caacagacat acaaactaaa gaattacaaa aacaaattac aaaaattcaa aattttcggg

     3121 tttattacag ggacagcaga gatccagttt ggttaatggg cgcgcctcga cgttgtcact

     3181 gaagcgggaa gggactggct gctattgggc gaagtgccgg ggcaggatct cctgtcatct

     3241 caccttgctc ctgccgagaa agtatccatc atggctgatg caatgcggcg gctgcatacg

     3301 cttgatccgg ctacctgccc attcgaccac caagcgaaac atcgcatcga gcgagcacgt

     3361 actcggatgg aagccggtct tgtcgatcag gatgatctgg acgaagagca tcagggcctg

     3421 caggcgctcg agcggagtac tgtcctccga tcggagtact gtcctccgcg aattccggag

     3481 tactgtcctc cgaagacggg cgcgcctcta gagggtatat aatgggggcc aagatctgcg

     3541 atctaagtaa gcttggcatt ccggtactgt tggtaaacca gctcggcgcg ccagctcgcc

     3601 accatggtgt ctaagggcga agagctgatt aaggagaaca tgcacatgaa gctgtacatg

     3661 gagggcaccg tgaacaacca ccacttcaag tgcacatccg agggcgaagg caagccctac

     3721 gagggcaccc agaccatgag aatcaaggtg gtcgagggcg gccctctccc cttcgccttc

     3781 gacatcctgg ctaccagctt catgtacggc agcaaaacct tcatcaacca cacccagggc

     3841 atccccgact tctttaagca gtccttccct gaggtaagtg tgctcgcttc ggcagcacat

     3901 atactatgtt gaatgaggct tcagtacttt acagaatcgt tgcctgcaca tcttggaaac

     3961 acttgctggg attacttctt caggttaacc caacagaagg ctcgagtgct gttgacagtg

     4021 agcgccgtct cgtttatgag tagaaatagt gaagccacag atgtatttct actcataaac

     4081 gagacggtgc ctactgcctc ggagaattca aggggctact ttaggagcaa ttatcttgtt

     4141 tactaaaact gaataccttg ctatctcttt gatacatttt tacaaagctg aattaaaatg

     4201 gtataaatta aatcactttt ttcaattgta ctaacttcga gtcttctttt tttttttcac



     4261 aagggcttca catgggagag agtcaccaca tacgaagacg ggggcgtgct gaccgctacc

     4321 caggacacca gcctccagga cggctgcctc atctacaacg tcaagatcag aggggtgaac

     4381 ttcccatcca acggccctgt gatgcagaag aaaacactcg gctgggaggc ctccaccgag

     4441 atgctgtacc ccgctgacgg cggcctggaa ggcagaagcg acatggccct gaagctcgtg

     4501 ggcgggggcc acctgatctg caacttgaag accacataca gatccaagaa acccgctaag

     4561 aacctcaaga tgcccggcgt ctactatgtg gacagaagac tggaaagaat caaggaggcc

     4621 gacaaagaga cctacgtcga gcagcacgag gtggctgtgg ccagatactg cgacctccct

     4681 agcaaactgg ggcacaaact taattgataa acataggatg gcaagatcct ggtatcggtc

     4741 tgcgaaccgg tgcacccgct cgtttatgtg ttctaatacg cacccgctcg tttatgtgtt

     4801 ctaatacgca cccgctcgtt tatgtgttct aatacggatc cttgcagtcg gatcacatag

     4861 gatggcaaga tcctggtatc ggtcgcacgg ccaggattat tgtagatatt acgcacggcc

     4921 aggattattg tagatattac gcacggccag gattattgta gatattacga tatcaagctt

     4981 atcgataatc aacctctgga ttacacccgg gtaaccggta acgcgggact ctggggttcg

     5041 aaatgaccga ccaagcgacg cccaacctgc catcacgaga tttcgattcc accgccgcct

     5101 tctatgaaag gttgggcttc ggaatcgttt tccgggacgc cggctggatg atcctccagc

     5161 gcggggatct catgctggag ttcttcgccc accctagggg gaggctaact gaaacacgga

     5221 aggagacaat accggaagga acccgcgcta tgacggcaat aaaaagacag aataaaacgc

     5281 acggtgttgg gtcgtttgtt cataaacgcg gggttcggtc ccagggctgg cactctgtcg

     5341 ataccccacc gagacgccat tggggccaat acgcccgcgt ttcttccttt tccccacccc

     5401 accccccaag ttcgggtgaa ggcccagggc tcgcagccaa cgtcggggcg gcaggccctg

     5461 ccatagcctc aggtatgtcg accgatgccc ttgagagcct tcaacccagt cagctccttc

     5521 cggtgggcgc ggggcatgac tatcgtcgcc gcacttatga ctgtcttctt tatcatgcaa

     5581 ctcgtaggac aggtgccggc agcgctcttc cgcttcctcg ctcactgact cgctgcgctc

     5641 ggtcgttcgg ctgcggcgag cggtatcagc tcactcaaag gcggtaatac ggttatccac

     5701 agaatcaggg gataacgcag gaaagaacat gtgagcaaaa ggccagcaaa aggccaggaa

     5761 ccgtaaaaag gccgcgttgc tggcgttttt ccataggctc cgcccccctg acgagcatca

     5821 caaaaatcga cgctcaagtc agaggtggcg aaacccgaca ggactataaa gataccaggc

     5881 gtttccccct ggaagctccc tcgtgcgctc tcctgttccg accctgccgc ttaccggata

     5941 cctgtccgcc tttctccctt cgggaagcgt ggcgctttct caatgctcac gctgtaggta



     6001 tctcagttcg gtgtaggtcg ttcgctccaa gctgggctgt gtgcacgaac cccccgttca

     6061 gcccgaccgc tgcgccttat ccggtaacta tcgtcttgag tccaacccgg taagacacga

     6121 cttatcgcca ctggcagcag ccactggtaa caggattagc agagcgaggt atgtaggcgg

     6181 tgctacagag ttcttgaagt ggtggcctaa ctacggctac ac

//

pRZ206
LOCUS       pRZ206                  5248 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ206

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 5248)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(325..1185)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L



                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1317..1772

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1491..1899



                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     CDS             1900..2452

                     /gene="CMVe"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1985..2272

                     /gene="CAG_enhancer"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2453..2532

                     /gene="Spacer(80bp)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2534..2569

                     /gene="CMV-TATA"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2570..2610

                     /gene="5' UTR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     2624..2629

                     /created_by="User"

                     /label="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="KOZAK"

     primer_bind     2633..2648

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"

                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            2633..2899

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     2633..2899

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(2875..2899)



                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     2883..2908

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2885..2909



                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2897..2916

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     2898..2905

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"



     misc_feature    2900..2905

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             2900..3287

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     2906..2922

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    2906..3254

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"



     primer_bind     2937..2961

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3027..3135

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    3027..3135

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     misc_feature    3051..3072

                     /created_by="User"

                     /label="FF4 s"

                     /SECDrawAs="Info only"

                     /SECName="FF4 s"



     misc_feature    3051..3072

                     /gene="FF4 s"

                     /label="FF4 s misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2-BS"

     misc_feature    complement(3092..3113)

                     /created_by="User"

                     /label="FF4 as"

                     /SECDrawAs="Info only"

                     /SECName="FF4 as"

     misc_feature    complement(3092..3113)

                     /gene="FF4 as"

                     /label="FF4 as misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2"

     misc_feature    complement(3240..3267)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"



                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3249..3254

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    3255..3262

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(3255..3262)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3255..3262

                     /label="BranchPoint"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="BranchPoint"

     misc_feature    3262

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    3263..3267

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    3268..3283

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    3268..3283

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    3284..3287

                     /ApEinfo_fwdcolor="#ffff00"



                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(3284..3287)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3288..3289

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          3288..3737

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"



                     /SECDrawAs="Info only"

                     /SECName="'''source'"

     CDS             3290..3291

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             3290..3733

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

                     /SECDescr="color: #cc0000"

     CDS             3737..3771

                     /gene="linker "

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3778..3805



                     /gene="mirS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3806..3833

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3834..3861

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          3881

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''''source'"

     CDS             3881..3910

                     /gene="linker "

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3911..3938

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3939..3966

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3967..3994



                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             4049..4498

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          4049..4507

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(4508..5248,1..1490)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt

       61 tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa

      121 gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg

      181 gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa

      241 aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat

      301 atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc



      361 gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat

      421 acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc

      481 ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc

      541 tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag

      601 ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg

      661 ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg

      721 atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag

      781 taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt

      841 catgccatcc gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga

      901 atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc

      961 acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc

     1021 aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc

     1081 ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc

     1141 cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca

     1201 atattattga agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat

     1261 ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc

     1321 gccctgtagc ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac

     1381 acttgccagc gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt

     1441 cgccggcttt ccccgtcaag ctctaaatcg ggggctccct ttagggttcc gatttagtgc

     1501 tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta gtgggccatc

     1561 gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta atagtggact

     1621 cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg atttataagg

     1681 gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa aatttaacgc

     1741 gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc tgcgcaactg

     1801 ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc taccatgata

     1861 agtaagtaat attaaggtac gggaggtact tggaggtacg cgttgacatt gattattgac

     1921 tagttattaa tagtaatcaa ttacggggtc attagttcat agcccatata tggagttccg

     1981 cgttacataa cttacggtaa atggcccgcc tggctgaccg tccaacgacc cccgcccatt

     2041 gacgtcaata atgacgtatg ttcccatagt aacgccaata gggactttcc attgacgtca



     2101 atgggtggag tatttacggt aaactgccca cttggcagta catcaagtgt atcatatgcc

     2161 aagtacgccc cctattgacg tcaatgacgg taaatggccc gcctggcatt atgcccagta

     2221 catgacctta tgggactttc ctacttggca gtacatctac gtattagtca tcgctattac

     2281 catggtgatg cggttttggc agtacatcaa tgggcgtgga tagcggtttg actcacgggg

     2341 atttccaagt ctccacccca ttgacgtcaa tgggagtttg ttttggcacc aaaatcaacg

     2401 ggactttcca aaatgtcgta acaactccgc cccattgacg caaatgggcg gtagcacgta

     2461 ctcggatgga agccggtctt gtcgatcagg atgatctgga cgaagagcat cagggcctgc

     2521 aggagacgct agcaggcgtg tacggtggga ggtctatata agcagcgcgt gcgatctaag

     2581 taagcttggc attccggtac tgttggtaaa ccagctccag ctcgccacca tggtgtctaa

     2641 gggcgaagag ctgattaagg agaacatgca catgaagctg tacatggagg gcaccgtgaa

     2701 caaccaccac ttcaagtgca catccgaggg cgaaggcaag ccctacgagg gcacccagac

     2761 catgagaatc aaggtggtcg agggcggccc tctccccttc gccttcgaca tcctggctac

     2821 cagcttcatg tacggcagca aaaccttcat caaccacacc cagggcatcc ccgacttctt

     2881 taagcagtcc ttccctgagg taagtgtgct cgcttcggca gcacatatac tatgttgaat

     2941 gaggcttcag tactttacag aatcgttgcc tgcacatctt ggaaacactt gctgggatta

     3001 cttcttcagg ttaacccaac agaaggctcg agtgctgttg acagtgagcg ccgtctcgtt

     3061 tatgagtaga aatagtgaag ccacagatgt atttctactc ataaacgaga cggtgcctac

     3121 tgcctcggag aattcaaggg gctactttag gagcaattat cttgtttact aaaactgaat

     3181 accttgctat ctctttgata catttttaca aagctgaatt aaaatggtat aaattaaatc

     3241 acttttttca attgtactaa cttcgagtct tctttttttt tttcacaagg gcttcacatg

     3301 ggagagagtc accacatacg aagacggggg cgtgctgacc gctacccagg acaccagcct

     3361 ccaggacggc tgcctcatct acaacgtcaa gatcagaggg gtgaacttcc catccaacgg

     3421 ccctgtgatg cagaagaaaa cactcggctg ggaggcctcc accgagatgc tgtaccccgc

     3481 tgacggcggc ctggaaggca gaagcgacat ggccctgaag ctcgtgggcg ggggccacct

     3541 gatctgcaac ttgaagacca catacagatc caagaaaccc gctaagaacc tcaagatgcc

     3601 cggcgtctac tatgtggaca gaagactgga aagaatcaag gaggccgaca aagagaccta

     3661 cgtcgagcag cacgaggtgg ctgtggccag atactgcgac ctccctagca aactgggaca

     3721 caaacttaat tgataaacat aggatggcaa gatcctggta tcggtctgcg aaccggtgca

     3781 cccgctcgtt tatgtgttct aatacgcacc cgctcgttta tgtgttctaa tacgcacccg



     3841 ctcgtttatg tgttctaata cggatccttg cagtcggatc acatatgatg gcaagatcct

     3901 ggtatcggtc gcacggccag gattattgta gatattacgc acggccagga ttattgtaga

     3961 tattacgcac ggccaggatt attgtagata ttacgatatc aagcttatcg ataatcaacc

     4021 tctggattac acccgggtaa ccggtaacgc gggactctgg ggttcgaaat gaccgaccaa

     4081 gcgacgccca acctgccatc acgagatttc gattccaccg ccgccttcta tgaaaggttg

     4141 ggcttcggaa tcgttttccg ggacgccggc tggatgatcc tccagcgcgg ggatctcatg

     4201 ctggagttct tcgcccaccc tagggggagg ctaactgaaa cacggaagga gacaataccg

     4261 gaaggaaccc gcgctatgac ggcaataaaa agacagaata aaacgcacgg tgttgggtcg

     4321 tttgttcata aacgcggggt tcggtcccag ggctggcact ctgtcgatac cccaccgaga

     4381 cgccattggg gccaatacgc ccgcgtttct tccttttccc caccccaccc cccaagttcg

     4441 ggtgaaggcc cagggctcgc agccaacgtc ggggcggcag gccctgccat agcctcaggt

     4501 atgtcgaccg atgcccttga gagccttcaa cccagtcagc tccttccggt gggcgcgggg

     4561 catgactatc gtcgccgcac ttatgactgt cttctttatc atgcaactcg taggacaggt

     4621 gccggcagcg ctcttccgct tcctcgctca ctgactcgct gcgctcggtc gttcggctgc

     4681 ggcgagcggt atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata

     4741 acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg

     4801 cgttgctggc gtttttccat aggctccgcc cccctgacga gcatcacaaa aatcgacgct

     4861 caagtcagag gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa

     4921 gctccctcgt gcgctctcct gttccgaccc tgccgcttac cggatacctg tccgcctttc

     4981 tcccttcggg aagcgtggcg ctttctcaat gctcacgctg taggtatctc agttcggtgt

     5041 aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc gaccgctgcg

     5101 ccttatccgg taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg

     5161 cagcagccac tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct

     5221 tgaagtggtg gcctaactac ggctacac

//

pRZ233
LOCUS       pRZ233                  5161 bp    DNA     circular SYN 22-AUG-2025

DEFINITION



ACCESSION   pRZ233

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 5161)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(325..1185)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"



                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1317..1772

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1491..1899

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     CDS             1900..2488

                     /gene="CMVp "

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1985..2272



                     /gene="CAG_enhancer'"

                     /SECDrawAs="Region"

                     /SECStyleId=1

     CDS             2489..2542

                     /gene="5' UTR"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2537..2545

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     2537..2812

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     primer_bind     2546..2561

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"



                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            2546..2812

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_feature    complement(2788..2812)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     2796..2821

                     /created_by="primer3"

                     /%GC="53.8"



                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2798..2822

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     2810..2829

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"



                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     2811..2818

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5' D"

     misc_feature    2813..2818

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             2813..3200

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     2819..2835

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"



                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    2819..3167

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"

     primer_bind     2850..2874

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    2940..3048

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"



     misc_feature    2940..3048

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     misc_feature    2964..2985

                     /created_by="User"

                     /label="FF4 s"

                     /SECDrawAs="Info only"

                     /SECName="FF4 s"

     misc_feature    2964..2985

                     /gene="FF4 s"

                     /label="FF4 s misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2-BS"

     misc_feature    complement(3005..3026)

                     /created_by="User"

                     /label="FF4 as"

                     /SECDrawAs="Info only"

                     /SECName="FF4 as"

     misc_feature    complement(3005..3026)

                     /gene="FF4 as"

                     /label="FF4 as misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirS2"

     misc_feature    complement(3153..3180)



                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3162..3167

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    3168..3175

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"



                     /SECName="BranchPoint"

     misc_feature    complement(3168..3175)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3168..3175

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    3175

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    3176..3180

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    3181..3196

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21



                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    3181..3196

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    3197..3200

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(3197..3200)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"



                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3201..3202

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          3201..3650

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'''source'"

     CDS             3203..3204

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             3203..3646

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK



                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

                     /SECDescr="color: #cc0000"

     CDS             3650..3684

                     /gene="linke"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3691..3718

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3719..3746

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3747..3774

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          3794

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''''source'"

     CDS             3794..3823

                     /gene="linker"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3824..3851

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3852..3879

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3880..3907

                     /gene="miRS3-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3962..4411

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          3962..4420

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(4421..5161,1..1490)



                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt

       61 tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa

      121 gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg

      181 gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa

      241 aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat

      301 atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc

      361 gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat

      421 acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc

      481 ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc

      541 tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag

      601 ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg

      661 ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg

      721 atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag

      781 taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt

      841 catgccatcc gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga

      901 atagtgtatg cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc

      961 acatagcaga actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc

     1021 aaggatctta ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc

     1081 ttcagcatct tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc

     1141 cgcaaaaaag ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca

     1201 atattattga agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat

     1261 ttagaaaaat aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc

     1321 gccctgtagc ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac

     1381 acttgccagc gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt



     1441 cgccggcttt ccccgtcaag ctctaaatcg ggggctccct ttagggttcc gatttagtgc

     1501 tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta gtgggccatc

     1561 gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta atagtggact

     1621 cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg atttataagg

     1681 gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa aatttaacgc

     1741 gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc tgcgcaactg

     1801 ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc taccatgata

     1861 agtaagtaat attaaggtac gggaggtact tggaggtacg cgttgacatt gattattgac

     1921 tagttattaa tagtaatcaa ttacggggtc attagttcat agcccatata tggagttccg

     1981 cgttacataa cttacggtaa atggcccgcc tggctgaccg tccaacgacc cccgcccatt

     2041 gacgtcaata atgacgtatg ttcccatagt aacgccaata gggactttcc attgacgtca

     2101 atgggtggag tatttacggt aaactgccca cttggcagta catcaagtgt atcatatgcc

     2161 aagtacgccc cctattgacg tcaatgacgg taaatggccc gcctggcatt atgcccagta

     2221 catgacctta tgggactttc ctacttggca gtacatctac gtattagtca tcgctattac

     2281 catggtgatg cggttttggc agtacatcaa tgggcgtgga tagcggtttg actcacgggg

     2341 atttccaagt ctccacccca ttgacgtcaa tgggagtttg ttttggcacc aaaatcaacg

     2401 ggactttcca aaatgtcgta acaactccgc cccattgacg caaatgggcg gtaggcgtgt

     2461 acggtgggag gtctatataa gcagcgcgtg cgatctaagt actaagtaag cttggcattc

     2521 cggtactgtt ggtaaagcca ccatggtgtc taagggcgaa gagctgatta aggagaacat

     2581 gcacatgaag ctgtacatgg agggcaccgt gaacaaccac cacttcaagt gcacatccga

     2641 gggcgaaggc aagccctacg agggcaccca gaccatgaga atcaaggtgg tcgagggcgg

     2701 ccctctcccc ttcgccttcg acatcctggc taccagcttc atgtacggca gcaaaacctt

     2761 catcaaccac acccagggca tccccgactt ctttaagcag tccttccctg aggtaagtgt

     2821 gctcgcttcg gcagcacata tactatgttg aatgaggctt cagtacttta cagaatcgtt

     2881 gcctgcacat cttggaaaca cttgctggga ttacttcttc aggttaaccc aacagaaggc

     2941 tcgagtgctg ttgacagtga gcgccgtctc gtttatgagt agaaatagtg aagccacaga

     3001 tgtatttcta ctcataaacg agacggtgcc tactgcctcg gagaattcaa ggggctactt

     3061 taggagcaat tatcttgttt actaaaactg aataccttgc tatctctttg atacattttt

     3121 acaaagctga attaaaatgg tataaattaa atcacttttt tcaattgtac taacttcgag



     3181 tcttcttttt ttttttcaca agggcttcac atgggagaga gtcaccacat acgaagacgg

     3241 gggcgtgctg accgctaccc aggacaccag cctccaggac ggctgcctca tctacaacgt

     3301 caagatcaga ggggtgaact tcccatccaa cggccctgtg atgcagaaga aaacactcgg

     3361 ctgggaggcc tccaccgaga tgctgtaccc cgctgacggc ggcctggaag gcagaagcga

     3421 catggccctg aagctcgtgg gcgggggcca cctgatctgc aacttgaaga ccacatacag

     3481 atccaagaaa cccgctaaga acctcaagat gcccggcgtc tactatgtgg acagaagact

     3541 ggaaagaatc aaggaggccg acaaagagac ctacgtcgag cagcacgagg tggctgtggc

     3601 cagatactgc gacctcccta gcaaactggg acacaaactt aattgataaa cataggatgg

     3661 caagatcctg gtatcggtct gcgaaccggt gcacccgctc gtttatgtgt tctaatacgc

     3721 acccgctcgt ttatgtgttc taatacgcac ccgctcgttt atgtgttcta atacggatcc

     3781 ttgcagtcgg atcacatatg atggcaagat cctggtatcg gtcgcacggc caggattatt

     3841 gtagatatta cgcacggcca ggattattgt agatattacg cacggccagg attattgtag

     3901 atattacgat atcaagctta tcgataatca acctctggat tacacccggg taaccggtaa

     3961 cgcgggactc tggggttcga aatgaccgac caagcgacgc ccaacctgcc atcacgagat

     4021 ttcgattcca ccgccgcctt ctatgaaagg ttgggcttcg gaatcgtttt ccgggacgcc

     4081 ggctggatga tcctccagcg cggggatctc atgctggagt tcttcgccca ccctaggggg

     4141 aggctaactg aaacacggaa ggagacaata ccggaaggaa cccgcgctat gacggcaata

     4201 aaaagacaga ataaaacgca cggtgttggg tcgtttgttc ataaacgcgg ggttcggtcc

     4261 cagggctggc actctgtcga taccccaccg agacgccatt ggggccaata cgcccgcgtt

     4321 tcttcctttt ccccacccca ccccccaagt tcgggtgaag gcccagggct cgcagccaac

     4381 gtcggggcgg caggccctgc catagcctca ggtatgtcga ccgatgccct tgagagcctt

     4441 caacccagtc agctccttcc ggtgggcgcg gggcatgact atcgtcgccg cacttatgac

     4501 tgtcttcttt atcatgcaac tcgtaggaca ggtgccggca gcgctcttcc gcttcctcgc

     4561 tcactgactc gctgcgctcg gtcgttcggc tgcggcgagc ggtatcagct cactcaaagg

     4621 cggtaatacg gttatccaca gaatcagggg ataacgcagg aaagaacatg tgagcaaaag

     4681 gccagcaaaa ggccaggaac cgtaaaaagg ccgcgttgct ggcgtttttc cataggctcc

     4741 gcccccctga cgagcatcac aaaaatcgac gctcaagtca gaggtggcga aacccgacag

     4801 gactataaag ataccaggcg tttccccctg gaagctccct cgtgcgctct cctgttccga

     4861 ccctgccgct taccggatac ctgtccgcct ttctcccttc gggaagcgtg gcgctttctc



     4921 aatgctcacg ctgtaggtat ctcagttcgg tgtaggtcgt tcgctccaag ctgggctgtg

     4981 tgcacgaacc ccccgttcag cccgaccgct gcgccttatc cggtaactat cgtcttgagt

     5041 ccaacccggt aagacacgac ttatcgccac tggcagcagc cactggtaac aggattagca

     5101 gagcgaggta tgtaggcggt gctacagagt tcttgaagtg gtggcctaac tacggctaca

     5161 c

//

pRZ236
LOCUS       pRZ236                  3764 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ236

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3764)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..413

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''"

     CDS             414..692

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     misc_signal     697..698

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     source          697..1018

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             702..968

                     /gene="mK-Ex1"

                     /label=mK-Ex1

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             969..1018

                     /gene="ID"

                     /product="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1011..1019

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1019..1068

                     /gene="BD6-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1075..1524

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1075..1533

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          1534..3764

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"



     gene            complement(2599..3459)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3591..3764,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""



                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc

      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc atgccaccat ggtgtctaag ggcgaagagc

      721 tgattaagga gaacatgcac atgaagctgt acatggaggg caccgtgaac aaccaccact

      781 tcaagtgcac atccgagggc gaaggcaagc cctacgaggg cacccagacc atgagaatca

      841 aggtggtcga gggcggccct ctccccttcg ccttcgacat cctggctacc agcttcatgt

      901 acggcagcaa aaccttcatc aaccacaccc agggcatccc cgacttcttt aagcagtcct

      961 tccctgaggt aagtgtgctc gcttcggcag cacatatact atgttgaatg aggcttcatg

     1021 tatgtaatag agatgtagag ttagtgtgga agaatagttc aagattaaga attcgcggga

     1081 ctctggggtt cgaaatgacc gaccaagcga cgcccaacct gccatcacga gatttcgatt

     1141 ccaccgccgc cttctatgaa aggttgggct tcggaatcgt tttccgggac gccggctgga



     1201 tgatcctcca gcgcggggat ctcatgctgg agttcttcgc ccaccctagg gggaggctaa

     1261 ctgaaacacg gaaggagaca ataccggaag gaacccgcgc tatgacggca ataaaaagac

     1321 agaataaaac gcacggtgtt gggtcgtttg ttcataaacg cggggttcgg tcccagggct

     1381 ggcactctgt cgatacccca ccgagacgcc attggggcca atacgcccgc gtttcttcct

     1441 tttccccacc ccacccccca agttcgggtg aaggcccagg gctcgcagcc aacgtcgggg

     1501 cggcaggccc tgccatagcc tcaggtatgt cgaccgatgc ccttgagagc cttcaaccca

     1561 gtcagctcct tccggtgggc gcggggcatg actatcgtcg ccgcacttat gactgtcttc

     1621 tttatcatgc aactcgtagg acaggtgccg gcagcgctct tccgcttcct cgctcactga

     1681 ctcgctgcgc tcggtcgttc ggctgcggcg agcggtatca gctcactcaa aggcggtaat

     1741 acggttatcc acagaatcag gggataacgc aggaaagaac atgtgagcaa aaggccagca

     1801 aaaggccagg aaccgtaaaa aggccgcgtt gctggcgttt ttccataggc tccgcccccc

     1861 tgacgagcat cacaaaaatc gacgctcaag tcagaggtgg cgaaacccga caggactata

     1921 aagataccag gcgtttcccc ctggaagctc cctcgtgcgc tctcctgttc cgaccctgcc

     1981 gcttaccgga tacctgtccg cctttctccc ttcgggaagc gtggcgcttt ctcaatgctc

     2041 acgctgtagg tatctcagtt cggtgtaggt cgttcgctcc aagctgggct gtgtgcacga

     2101 accccccgtt cagcccgacc gctgcgcctt atccggtaac tatcgtcttg agtccaaccc

     2161 ggtaagacac gacttatcgc cactggcagc agccactggt aacaggatta gcagagcgag

     2221 gtatgtaggc ggtgctacag agttcttgaa gtggtggcct aactacggct acactagaag

     2281 gacagtattt ggtatctgcg ctctgctgaa gccagttacc ttcggaaaaa gagttggtag

     2341 ctcttgatcc ggcaaacaaa ccaccgctgg tagcggtggt ttttttgttt gcaagcagca

     2401 gattacgcgc agaaaaaaag gatctcaaga agatcctttg atcttttcta cggggtctga

     2461 cgctcagtgg aacgaaaact cacgttaagg gattttggtc atgagattat caaaaaggat

     2521 cttcacctag atccttttaa attaaaaatg aagttttaaa tcaatctaaa gtatatatga

     2581 gtaaacttgg tctgacagtt accaatgctt aatcagtgag gcacctatct cagcgatctg

     2641 tctatttcgt tcatccatag ttgcctgact ccccgtcgtg tagataacta cgatacggga

     2701 gggcttacca tctggcccca gtgctgcaat gataccgcga gacccacgct caccggctcc

     2761 agatttatca gcaataaacc agccagccgg aagggccgag cgcagaagtg gtcctgcaac

     2821 tttatccgcc tccatccagt ctattaattg ttgccgggaa gctagagtaa gtagttcgcc

     2881 agttaatagt ttgcgcaacg ttgttgccat tgctacaggc atcgtggtgt cacgctcgtc



     2941 gtttggtatg gcttcattca gctccggttc ccaacgatca aggcgagtta catgatcccc

     3001 catgttgtgc aaaaaagcgg ttagctcctt cggtcctccg atcgttgtca gaagtaagtt

     3061 ggccgcagtg ttatcactca tggttatggc agcactgcat aattctctta ctgtcatgcc

     3121 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

     3181 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag

     3241 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaaggat

     3301 cttaccgctg ttgagatcca gttcgatgta acccactcgt gcacccaact gatcttcagc

     3361 atcttttact ttcaccagcg tttctgggtg agcaaaaaca ggaaggcaaa atgccgcaaa

     3421 aaagggaata agggcgacac ggaaatgttg aatactcata ctcttccttt ttcaatatta

     3481 ttgaagcatt tatcagggtt attgtctcat gagcggatac atatttgaat gtatttagaa

     3541 aaataaacaa ataggggttc cgcgcacatt tccccgaaaa gtgccacctg acgcgccctg

     3601 tagcggcgca ttaagcgcgg cgggtgtggt ggttacgcgc agcgtgaccg ctacacttgc

     3661 cagcgcccta gcgcccgctc ctttcgcttt cttcccttcc tttctcgcca cgttcgccgg

     3721 ctttccccgt caagctctaa atcgggggct ccctttaggg ttcc

//

pRZ237
LOCUS       pRZ237                  4148 bp    DNA     circular SYN 02-SEP-2025

DEFINITION

ACCESSION   pRZ237

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4148)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers



     source          1..409

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     CDS             440..692

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    707..756

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD6-AS"

                     /SECDescr="color: #3366ff"

     source          707..756

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             738..739

                     /gene="2mismatches"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    757..768

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     source          757..1292

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             769..797

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    798..799

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             800..801

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             800..1243



                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    1248..1294

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"

     source          1293..1294

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             1328..1355

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             1356..1383

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1384..1411

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1455..1697

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             1455..1903

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="ADSGVRNDRPSDAQPAITRFRFHRRLL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1698..4148

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source"

     gene            complement(2983..3843)



                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3975..4148,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""



                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc

      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc atggcgcgcc gaattcttaa tcttgaacta

      721 ttcttccaca ctaactcatc atctctatta catacacggg gatgggggta ctaacttcga

      781 gtcttctttt tttttttagg gcttcacatg ggagagagtc accacatacg aagacggggg

      841 cgtgctgacc gctacccagg acaccagcct ccaggacggc tgcctcatct acaacgtcaa

      901 gatcagaggg gtgaacttcc catccaacgg ccctgtgatg cagaagaaaa cactcggctg

      961 ggaggcctcc accgagatgc tgtaccccgc tgacggcggc ctggaaggca gaagcgacat

     1021 ggccctgaag ctcgtgggcg ggggccacct gatctgcaac ttgaagacca catacagatc

     1081 caagaaaccc gctaagaacc tcaagatgcc cggcgtctac tatgtggaca gaagactgga

     1141 aagaatcaag gaggccgaca aagagaccta cgtcgagcag cacgaggtgg ctgtggccag

     1201 atactgcgac ctccctagca aactggggca caaacttaat tgataaaggt cgtcagactg



     1261 atgggcccta ttcggatatt gagatgagga tccaagctta gatcctggta tcggtctgcg

     1321 aaccggtgca cccgctcgtt tatgtgttct aatacgcacc cgctcgttta tgtgttctaa

     1381 tacgcacccg ctcgtttatg tgttctaata cggatccttg cagtcccggg taaccggtaa

     1441 ttcgatatca agccgcggac tctggggttc gaaatgaccg accaagcgac gcccaacctg

     1501 ccatcacgag atttcgattc caccgccgcc ttctatgaaa ggttgggctt cggaatcgtt

     1561 ttccgggacg ccggctggat gatcctccag cgcggggatc tcatgctgga gttcttcgcc

     1621 caccctaggg ggaggctaac tgaaacacgg aaggagacaa taccggaagg aacccgcgct

     1681 atgacggcaa taaaaagaca gaataaaacg cacggtgttg ggtcgtttgt tcataaacgc

     1741 ggggttcggt cccagggctg gcactctgtc gataccccac cgagacgcca ttggggccaa

     1801 tacgcccgcg tttcttcctt ttccccaccc caccccccaa gttcgggtga aggcccaggg

     1861 ctcgcagcca acgtcggggc ggcaggccct gccatagcct cagctcgagt atgtcgaccg

     1921 atgcccttga gagccttcaa cccagtcagc tccttccggt gggcgcgggg catgactatc

     1981 gtcgccgcac ttatgactgt cttctttatc atgcaactcg taggacaggt gccggcagcg

     2041 ctcttccgct tcctcgctca ctgactcgct gcgctcggtc gttcggctgc ggcgagcggt

     2101 atcagctcac tcaaaggcgg taatacggtt atccacagaa tcaggggata acgcaggaaa

     2161 gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt aaaaaggccg cgttgctggc

     2221 gtttttccat aggctccgcc cccctgacga gcatcacaaa aatcgacgct caagtcagag

     2281 gtggcgaaac ccgacaggac tataaagata ccaggcgttt ccccctggaa gctccctcgt

     2341 gcgctctcct gttccgaccc tgccgcttac cggatacctg tccgcctttc tcccttcggg

     2401 aagcgtggcg ctttctcaat gctcacgctg taggtatctc agttcggtgt aggtcgttcg

     2461 ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc gaccgctgcg ccttatccgg

     2521 taactatcgt cttgagtcca acccggtaag acacgactta tcgccactgg cagcagccac

     2581 tggtaacagg attagcagag cgaggtatgt aggcggtgct acagagttct tgaagtggtg

     2641 gcctaactac ggctacacta gaaggacagt atttggtatc tgcgctctgc tgaagccagt

     2701 taccttcgga aaaagagttg gtagctcttg atccggcaaa caaaccaccg ctggtagcgg

     2761 tggttttttt gtttgcaagc agcagattac gcgcagaaaa aaaggatctc aagaagatcc

     2821 tttgatcttt tctacggggt ctgacgctca gtggaacgaa aactcacgtt aagggatttt

     2881 ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt ttaaattaaa aatgaagttt

     2941 taaatcaatc taaagtatat atgagtaaac ttggtctgac agttaccaat gcttaatcag



     3001 tgaggcacct atctcagcga tctgtctatt tcgttcatcc atagttgcct gactccccgt

     3061 cgtgtagata actacgatac gggagggctt accatctggc cccagtgctg caatgatacc

     3121 gcgagaccca cgctcaccgg ctccagattt atcagcaata aaccagccag ccggaagggc

     3181 cgagcgcaga agtggtcctg caactttatc cgcctccatc cagtctatta attgttgccg

     3241 ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc aacgttgttg ccattgctac

     3301 aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca ttcagctccg gttcccaacg

     3361 atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa gcggttagct ccttcggtcc

     3421 tccgatcgtt gtcagaagta agttggccgc agtgttatca ctcatggtta tggcagcact

     3481 gcataattct cttactgtca tgccatccgt aagatgcttt tctgtgactg gtgagtactc

     3541 aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt tgctcttgcc cggcgtcaat

     3601 acgggataat accgcgccac atagcagaac tttaaaagtg ctcatcattg gaaaacgttc

     3661 ttcggggcga aaactctcaa ggatcttacc gctgttgaga tccagttcga tgtaacccac

     3721 tcgtgcaccc aactgatctt cagcatcttt tactttcacc agcgtttctg ggtgagcaaa

     3781 aacaggaagg caaaatgccg caaaaaaggg aataagggcg acacggaaat gttgaatact

     3841 catactcttc ctttttcaat attattgaag catttatcag ggttattgtc tcatgagcgg

     3901 atacatattt gaatgtattt agaaaaataa acaaataggg gttccgcgca catttccccg

     3961 aaaagtgcca cctgacgcgc cctgtagcgg cgcattaagc gcggcgggtg tggtggttac

     4021 gcgcagcgtg accgctacac ttgccagcgc cctagcgccc gctcctttcg ctttcttccc

     4081 ttcctttctc gccacgttcg ccggctttcc ccgtcaagct ctaaatcggg ggctcccttt

     4141 agggttcc

//

pRZ238
LOCUS       pRZ238                  4550 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ238

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown



            Unclassified.

REFERENCE   1  (bases 1 to 4550)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          complement(269..2499)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            574..1434

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"



                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     CDS             2505..2788

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2801..3136

                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     RRQLQDPRR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex1"

     misc_signal     3135..3142

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="5'D"

     misc_feature    3137..3142

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     primer_bind     3137..3145

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'forward primer"

     primer_bind     3137..3146

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"



                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'forward primer"

     primer_bind     3137..3153

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'1st forward primer"

     CDS             3137..3553

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     3143..3159

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"



                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3143..3223

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4'"

     primer_bind     3174..3198

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3224..3519

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="'miR-FF4"

     misc_feature    3270..3400



                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    3276..3394

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop "

     CDS             3303..3324

                     /gene="mirS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3344..3365

                     /gene="mirS1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    complement(3505..3532)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"



                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3514..3519

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    3520..3527

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(3520..3527)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3520..3527

                     /label="BranchPoint"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    3527

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    3528..3532

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    3533..3548

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    3533..3548

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    3549..3553



                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(3549..3553)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3551..3555

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     CDS             3554..3934

                     /created_by="User"

                     /label="ECFP"



                     
/translation="VKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNAISDNVYITAD

                     
KQKNGIKANFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSKLS
KDPNE

                     KRDHMVLLEFVTAAGITLGMDELYK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex2"

     CDS             3946..4395

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          3946..4395

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          complement(join(4400..4550,1..268))

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     rep_origin      complement(join(4537..4550,1..442))

                     /direction=RIGHT



                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 aatattttgt taaaattcgc gttaaatttt tgttaaatca gctcattttt taaccaatag

       61 gccgaaatcg gcaaaatccc ttataaatca aaagaataga ccgagatagg gttgagtgtt

      121 gttccagttt ggaacaagag tccactatta aagaacgtgg actccaacgt caaagggcga

      181 aaaaccgtct atcagggcga tggcccacta cgtgaaccat caccctaatc aagttttttg

      241 gggtcgaggt gccgtaaagc actaaatcgg aaccctaaag ggagcccccg atttagagct

      301 tgacggggaa agccggcgaa cgtggcgaga aaggaaggga agaaagcgaa aggagcgggc

      361 gctagggcgc tggcaagtgt agcggtcacg ctgcgcgtaa ccaccacacc cgccgcgctt

      421 aatgcgccgc tacagggcgc gtcaggtggc acttttcggg gaaatgtgcg cggaacccct

      481 atttgtttat ttttctaaat acattcaaat atgtatccgc tcatgagaca ataaccctga

      541 taaatgcttc aataatattg aaaaaggaag agtatgagta ttcaacattt ccgtgtcgcc

      601 cttattccct tttttgcggc attttgcctt cctgtttttg ctcacccaga aacgctggtg

      661 aaagtaaaag atgctgaaga tcagttgggt gcacgagtgg gttacatcga actggatctc

      721 aacagcggta agatccttga gagttttcgc cccgaagaac gttttccaat gatgagcact

      781 tttaaagttc tgctatgtgg cgcggtatta tcccgtattg acgccgggca agagcaactc

      841 ggtcgccgca tacactattc tcagaatgac ttggttgagt actcaccagt cacagaaaag

      901 catcttacgg atggcatgac agtaagagaa ttatgcagtg ctgccataac catgagtgat

      961 aacactgcgg ccaacttact tctgacaacg atcggaggac cgaaggagct aaccgctttt

     1021 ttgcacaaca tgggggatca tgtaactcgc cttgatcgtt gggaaccgga gctgaatgaa



     1081 gccataccaa acgacgagcg tgacaccacg atgcctgtag caatggcaac aacgttgcgc

     1141 aaactattaa ctggcgaact acttactcta gcttcccggc aacaattaat agactggatg

     1201 gaggcggata aagttgcagg accacttctg cgctcggccc ttccggctgg ctggtttatt

     1261 gctgataaat ctggagccgg tgagcgtggg tctcgcggta tcattgcagc actggggcca

     1321 gatggtaagc cctcccgtat cgtagttatc tacacgacgg ggagtcaggc aactatggat

     1381 gaacgaaata gacagatcgc tgagataggt gcctcactga ttaagcattg gtaactgtca

     1441 gaccaagttt actcatatat actttagatt gatttaaaac ttcattttta atttaaaagg

     1501 atctaggtga agatcctttt tgataatctc atgaccaaaa tcccttaacg tgagttttcg

     1561 ttccactgag cgtcagaccc cgtagaaaag atcaaaggat cttcttgaga tccttttttt

     1621 ctgcgcgtaa tctgctgctt gcaaacaaaa aaaccaccgc taccagcggt ggtttgtttg

     1681 ccggatcaag agctaccaac tctttttccg aaggtaactg gcttcagcag agcgcagata

     1741 ccaaatactg tccttctagt gtagccgtag ttaggccacc acttcaagaa ctctgtagca

     1801 ccgcctacat acctcgctct gctaatcctg ttaccagtgg ctgctgccag tggcgataag

     1861 tcgtgtctta ccgggttgga ctcaagacga tagttaccgg ataaggcgca gcggtcgggc

     1921 tgaacggggg gttcgtgcac acagcccagc ttggagcgaa cgacctacac cgaactgaga

     1981 tacctacagc gtgagcattg agaaagcgcc acgcttcccg aagggagaaa ggcggacagg

     2041 tatccggtaa gcggcagggt cggaacagga gagcgcacga gggagcttcc agggggaaac

     2101 gcctggtatc tttatagtcc tgtcgggttt cgccacctct gacttgagcg tcgatttttg

     2161 tgatgctcgt caggggggcg gagcctatgg aaaaacgcca gcaacgcggc ctttttacgg

     2221 ttcctggcct tttgctggcc ttttgctcac atgttctttc ctgcgttatc ccctgattct

     2281 gtggataacc gtattaccgc ctttgagtga gctgataccg ctcgccgcag ccgaacgacc

     2341 gagcgcagcg agtcagtgag cgaggaagcg gaagagcgct gccggcacct gtcctacgag

     2401 ttgcatgata aagaagacag tcataagtgc ggcgacgata gtcatgcccc gcgcccaccg

     2461 gaaggagctg actgggttga aggctctcaa gggcatcggt cgacacagca gagatccagt

     2521 ttggttaatg ggcgcgcctc gacgttgtca ctgaagcggg aagggactgg ctgctattgg

     2581 gcgaagtgcc ggggcaggat ctcctgtcat ctcaccttgc tcctgccgag aaagtatcca

     2641 tcatggctga tgcaatgcgg cggctgcata cgcttgatcc ggctacctgc ccattcgacc

     2701 accaagcgaa acatcgcatc gagcgagcac gtactcggat ggaagccggt cttgtcgatc

     2761 aggatgatct ggacgaagag catcaggggg atccgccacc atggtgagca agggcgagga



     2821 gctgttcacc ggggtggtgc ccatcctggt cgagctggac ggcgacgtaa acggccacaa

     2881 gttcagcgtg tccggcgagg gcgagggcga tgccacctac ggcaagctga ccctgaagtt

     2941 catctgcacc accggcaagc tgcccgtgcc ctggcccacc ctcgtgacca ccctgacctg

     3001 gggcgtgcag tgcttcgccc gctaccccga ccacatgaag cagcacgact tcttcaagtc

     3061 cgccatgccc gaaggctacg tccaggagcg caccatcttc ttcaaggacg acggcaacta

     3121 caagacccgc gccgaggtaa gtgtgctcgc ttcggcagca catatactat gttgaatgag

     3181 gcttcagtac tttacagaat cgttgcctgc acatcttgga aacacttgct gggattactt

     3241 cttcagggac ttcttaaccc aacagaaggc tcgagaaggt atattgctgt tgacagtgag

     3301 cgcccgctcg tttatgtgtt ctaatagtga agccacagat gtattagaac acataaacga

     3361 gcgggtgcct actgcctcgg acttcaaggg gctagaattc aaggggctac tttaggagca

     3421 attatcttgt ttactaaaac tgaatacctt gctatctctt tgatacattt ttacaaagct

     3481 gaattaaaat ggtataaatt aaatcacttt tttcaattgt actaacttcg agtcttcttt

     3541 ttttttttca caggtgaagt tcgagggcga caccctggtg aaccgcatcg agctgaaggg

     3601 catcgacttc aaggaggacg gcaacatcct ggggcacaag ctggagtaca acgccatcag

     3661 cgacaacgtc tatatcaccg ccgacaagca gaagaacggc atcaaggcca acttcaagat

     3721 ccgccacaac atcgaggacg gcagcgtgca gctcgccgac cactaccagc agaacacccc

     3781 catcggcgac ggccccgtgc tgctgcccga caaccactac ctgagcaccc agtccaagct

     3841 gagcaaagac cccaacgaga agcgcgatca catggtcctg ctggagttcg tgaccgccgc

     3901 cgggatcact ctcggcatgg acgagctgta caagtaaacc ggtccgcggg actctggggt

     3961 tcgaaatgac cgaccaagcg acgcccaacc tgccatcacg agatttcgat tccaccgccg

     4021 ccttctatga aaggttgggc ttcggaatcg ttttccggga cgccggctgg atgatcctcc

     4081 agcgcgggga tctcatgctg gagttcttcg cccaccctag ggggaggcta actgaaacac

     4141 ggaaggagac aataccggaa ggaacccgcg ctatgacggc aataaaaaga cagaataaaa

     4201 cgcacggtgt tgggtcgttt gttcataaac gcggggttcg gtcccagggc tggcactctg

     4261 tcgatacccc accgagacgc cattggggcc aatacgcccg cgtttcttcc ttttccccac

     4321 cccacccccc aagttcgggt gaaggcccag ggctcgcagc caacgtcggg gcggcaggcc

     4381 ctgccatagc ctcagtgcag ggcggccggg tacctccaag tacctcccgt accttaatat

     4441 tacttactta tcatggtagc ttgggctggc gtaatagcga agaggcccgc accgatcgcc

     4501 cttcccaaca gttgcgcagc ctgaatggcg aatggcaaat tgtaagcgtt



//

pRZ245
LOCUS       pRZ245                  4443 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ245

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4443)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..409

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''"

     CDS             440..692

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             732..1451

                     /gene="Sirius"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             1453..1469

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1476..1503

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1504..1531

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1532..1559

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1602..1635

                     /created_by="User"

                     /label="50pb_rnd1"

                     /codon_start=1

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker"

     CDS             1636..1657

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1658..1679

                     /gene="miRS2-BS"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1680..1701

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1702..1723

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1754..2203

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1754..2212

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          2213..4443

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"



     gene            complement(3278..4138)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4270..4443,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""



                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc

      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc ataagcttgg gctgcaggtc gactctagag

      721 gatccgccac catggtgagc aagggcgagg agctgttcac cggggtggtg cccatcctgg

      781 tcgagctgga cggcgacgta aacggccaca ggttcagcgt gtccggcgag ggcgagggcg

      841 atgccaccta cggcaagctg accctgaagc tcatctgcac caccggcaag ctgcccgtgc

      901 cctggcccac cctcgtgacc accctgcaat tcggcgtgct gtgcttcgcc cgctaccccg

      961 accacatgaa gcagcacgac ttcttcaagt ccgccatgcc cgaaggctac gtccaggagc

     1021 gtaccatctt cttcaaggac gacggcaact acaagacccg cgccgaggtg aagttcgagg

     1081 gcgacaccct ggtgaaccgc atcgagctga agggcatcga cttcaaggag gacggcaaca

     1141 tcctggggca caagctggag tacaacggga taagctcaaa cgtatatatc accgccgaca



     1201 agcagaagaa cggcatcaag gcccacttca agatccgcca caacatcgag gacggcggcg

     1261 tgcagctcgc cgaccactac cagcagaaca cccccatcgg cgacggcccc gtgctgctgc

     1321 ccgacaacca ctacctgagc gtccagtcca agctgagcaa agaccccaac gagaagcgcg

     1381 atcacatggt cctgctggag tccgtgaccg ccgccgggat cactctcggc atggacgagc

     1441 tgtacaagta agctggtatc ggtctgcgaa ccggtgcacc cgctcgttta tgtgttctaa

     1501 tacgcacccg ctcgtttatg tgttctaata cgcacccgct cgtttatgtg ttctaatacg

     1561 gatccttgca gtcccgggta accggtaatt cgatatcaag ccataggatg gcaagatcct

     1621 ggtatcggtc tgcgaccgtc tcgtttatga gtagaaaccg tctcgtttat gagtagaaac

     1681 cgtctcgttt atgagtagaa accgtctcgt ttatgagtag aaactcgagc ctctggccac

     1741 atcggttcct gccgcgggac tctggggttc gaaatgaccg accaagcgac gcccaacctg

     1801 ccatcacgag atttcgattc caccgccgcc ttctatgaaa ggttgggctt cggaatcgtt

     1861 ttccgggacg ccggctggat gatcctccag cgcggggatc tcatgctgga gttcttcgcc

     1921 caccctaggg ggaggctaac tgaaacacgg aaggagacaa taccggaagg aacccgcgct

     1981 atgacggcaa taaaaagaca gaataaaacg cacggtgttg ggtcgtttgt tcataaacgc

     2041 ggggttcggt cccagggctg gcactctgtc gataccccac cgagacgcca ttggggccaa

     2101 tacgcccgcg tttcttcctt ttccccaccc caccccccaa gttcgggtga aggcccaggg

     2161 ctcgcagcca acgtcggggc ggcaggccct gccatagcct caggtatgtc gaccgatgcc

     2221 cttgagagcc ttcaacccag tcagctcctt ccggtgggcg cggggcatga ctatcgtcgc

     2281 cgcacttatg actgtcttct ttatcatgca actcgtagga caggtgccgg cagcgctctt

     2341 ccgcttcctc gctcactgac tcgctgcgct cggtcgttcg gctgcggcga gcggtatcag

     2401 ctcactcaaa ggcggtaata cggttatcca cagaatcagg ggataacgca ggaaagaaca

     2461 tgtgagcaaa aggccagcaa aaggccagga accgtaaaaa ggccgcgttg ctggcgtttt

     2521 tccataggct ccgcccccct gacgagcatc acaaaaatcg acgctcaagt cagaggtggc

     2581 gaaacccgac aggactataa agataccagg cgtttccccc tggaagctcc ctcgtgcgct

     2641 ctcctgttcc gaccctgccg cttaccggat acctgtccgc ctttctccct tcgggaagcg

     2701 tggcgctttc tcaatgctca cgctgtaggt atctcagttc ggtgtaggtc gttcgctcca

     2761 agctgggctg tgtgcacgaa ccccccgttc agcccgaccg ctgcgcctta tccggtaact

     2821 atcgtcttga gtccaacccg gtaagacacg acttatcgcc actggcagca gccactggta

     2881 acaggattag cagagcgagg tatgtaggcg gtgctacaga gttcttgaag tggtggccta



     2941 actacggcta cactagaagg acagtatttg gtatctgcgc tctgctgaag ccagttacct

     3001 tcggaaaaag agttggtagc tcttgatccg gcaaacaaac caccgctggt agcggtggtt

     3061 tttttgtttg caagcagcag attacgcgca gaaaaaaagg atctcaagaa gatcctttga

     3121 tcttttctac ggggtctgac gctcagtgga acgaaaactc acgttaaggg attttggtca

     3181 tgagattatc aaaaaggatc ttcacctaga tccttttaaa ttaaaaatga agttttaaat

     3241 caatctaaag tatatatgag taaacttggt ctgacagtta ccaatgctta atcagtgagg

     3301 cacctatctc agcgatctgt ctatttcgtt catccatagt tgcctgactc cccgtcgtgt

     3361 agataactac gatacgggag ggcttaccat ctggccccag tgctgcaatg ataccgcgag

     3421 acccacgctc accggctcca gatttatcag caataaacca gccagccgga agggccgagc

     3481 gcagaagtgg tcctgcaact ttatccgcct ccatccagtc tattaattgt tgccgggaag

     3541 ctagagtaag tagttcgcca gttaatagtt tgcgcaacgt tgttgccatt gctacaggca

     3601 tcgtggtgtc acgctcgtcg tttggtatgg cttcattcag ctccggttcc caacgatcaa

     3661 ggcgagttac atgatccccc atgttgtgca aaaaagcggt tagctccttc ggtcctccga

     3721 tcgttgtcag aagtaagttg gccgcagtgt tatcactcat ggttatggca gcactgcata

     3781 attctcttac tgtcatgcca tccgtaagat gcttttctgt gactggtgag tactcaacca

     3841 agtcattctg agaatagtgt atgcggcgac cgagttgctc ttgcccggcg tcaatacggg

     3901 ataataccgc gccacatagc agaactttaa aagtgctcat cattggaaaa cgttcttcgg

     3961 ggcgaaaact ctcaaggatc ttaccgctgt tgagatccag ttcgatgtaa cccactcgtg

     4021 cacccaactg atcttcagca tcttttactt tcaccagcgt ttctgggtga gcaaaaacag

     4081 gaaggcaaaa tgccgcaaaa aagggaataa gggcgacacg gaaatgttga atactcatac

     4141 tcttcctttt tcaatattat tgaagcattt atcagggtta ttgtctcatg agcggataca

     4201 tatttgaatg tatttagaaa aataaacaaa taggggttcc gcgcacattt ccccgaaaag

     4261 tgccacctga cgcgccctgt agcggcgcat taagcgcggc gggtgtggtg gttacgcgca

     4321 gcgtgaccgc tacacttgcc agcgccctag cgcccgctcc tttcgctttc ttcccttcct

     4381 ttctcgccac gttcgccggc tttccccgtc aagctctaaa tcgggggctc cctttagggt

     4441 tcc

//



pRZ246
LOCUS       pRZ246                  4037 bp    DNA     circular SYN 22-AUG-2025

DEFINITION  2 fragments assembled using overlaps

ACCESSION   pRZ246

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4037)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..408

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''''"

     CDS             440..692

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             707..756

                     /gene="BD6-AS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             769..797



                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    800..804

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(800..804)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     802..806

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"



     CDS             807..1195

                     /created_by="User"

                     /label="ECFP"

                     
/translation="EVRGRHPGEPHRAEGHRLQGGRQHPGAQAGVQRHQRQRLYHR
RQ

                     
AEERHQGQLQDPPQHRGRQRAARRPLPAEHPHRRRPRAAARQPLPEHPVQAE
QRPQRE

                     ARSHGPAGVRDRRRDHSRHGRAVQVNR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex2"

     misc_feature    1196..1229

                     /created_by="User"

                     /label="50pb_rnd1"

                     /codon_start=1

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="linker"

     CDS             1230..1251

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1252..1273

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1274..1295

                     /gene="miRS2-BS"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1296..1317

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1348..1797

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1348..1806

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          1807..4037

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(2872..3732)

                     /label=AmpR

                     /note="/created_by=""User"""



                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3864..4037,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc

      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc atggcgcgcc gaattcttaa tcttgaacta

      721 ttcttccaca ctaactcatc atctctatta catacacggg gatgggggta ctaacttcga

      781 gtcttctttt tttttttatc acaggtgaag ttcgagggcg acaccctggt gaaccgcatc

      841 gagctgaagg gcatcgactt caaggaggac ggcaacatcc tggggcacaa gctggagtac

      901 aacgccatca gcgacaacgt ctatatcacc gccgacaagc agaagaacgg catcaaggcc

      961 aacttcaaga tccgccacaa catcgaggac ggcagcgtgc agctcgccga ccactaccag

     1021 cagaacaccc ccatcggcga cggccccgtg ctgctgcccg acaaccacta cctgagcacc

     1081 cagtccaagc tgagcaaaga ccccaacgag aagcgcgatc acatggtcct gctggagttc

     1141 gtgaccgccg ccgggatcac tctcggcatg gacgagctgt acaagtaaac cggtccatag

     1201 gatggcaaga tcctggtatc ggtctgcgac cgtctcgttt atgagtagaa accgtctcgt

     1261 ttatgagtag aaaccgtctc gtttatgagt agaaaccgtc tcgtttatga gtagaaactc

     1321 gagcctctgg ccacatcggt tcctgccgcg ggactctggg gttcgaaatg accgaccaag



     1381 cgacgcccaa cctgccatca cgagatttcg attccaccgc cgccttctat gaaaggttgg

     1441 gcttcggaat cgttttccgg gacgccggct ggatgatcct ccagcgcggg gatctcatgc

     1501 tggagttctt cgcccaccct agggggaggc taactgaaac acggaaggag acaataccgg

     1561 aaggaacccg cgctatgacg gcaataaaaa gacagaataa aacgcacggt gttgggtcgt

     1621 ttgttcataa acgcggggtt cggtcccagg gctggcactc tgtcgatacc ccaccgagac

     1681 gccattgggg ccaatacgcc cgcgtttctt ccttttcccc accccacccc ccaagttcgg

     1741 gtgaaggccc agggctcgca gccaacgtcg gggcggcagg ccctgccata gcctcaggta

     1801 tgtcgaccga tgcccttgag agccttcaac ccagtcagct ccttccggtg ggcgcggggc

     1861 atgactatcg tcgccgcact tatgactgtc ttctttatca tgcaactcgt aggacaggtg

     1921 ccggcagcgc tcttccgctt cctcgctcac tgactcgctg cgctcggtcg ttcggctgcg

     1981 gcgagcggta tcagctcact caaaggcggt aatacggtta tccacagaat caggggataa

     2041 cgcaggaaag aacatgtgag caaaaggcca gcaaaaggcc aggaaccgta aaaaggccgc

     2101 gttgctggcg tttttccata ggctccgccc ccctgacgag catcacaaaa atcgacgctc

     2161 aagtcagagg tggcgaaacc cgacaggact ataaagatac caggcgtttc cccctggaag

     2221 ctccctcgtg cgctctcctg ttccgaccct gccgcttacc ggatacctgt ccgcctttct

     2281 cccttcggga agcgtggcgc tttctcaatg ctcacgctgt aggtatctca gttcggtgta

     2341 ggtcgttcgc tccaagctgg gctgtgtgca cgaacccccc gttcagcccg accgctgcgc

     2401 cttatccggt aactatcgtc ttgagtccaa cccggtaaga cacgacttat cgccactggc

     2461 agcagccact ggtaacagga ttagcagagc gaggtatgta ggcggtgcta cagagttctt

     2521 gaagtggtgg cctaactacg gctacactag aaggacagta tttggtatct gcgctctgct

     2581 gaagccagtt accttcggaa aaagagttgg tagctcttga tccggcaaac aaaccaccgc

     2641 tggtagcggt ggtttttttg tttgcaagca gcagattacg cgcagaaaaa aaggatctca

     2701 agaagatcct ttgatctttt ctacggggtc tgacgctcag tggaacgaaa actcacgtta

     2761 agggattttg gtcatgagat tatcaaaaag gatcttcacc tagatccttt taaattaaaa

     2821 atgaagtttt aaatcaatct aaagtatata tgagtaaact tggtctgaca gttaccaatg

     2881 cttaatcagt gaggcaccta tctcagcgat ctgtctattt cgttcatcca tagttgcctg

     2941 actccccgtc gtgtagataa ctacgatacg ggagggctta ccatctggcc ccagtgctgc

     3001 aatgataccg cgagacccac gctcaccggc tccagattta tcagcaataa accagccagc

     3061 cggaagggcc gagcgcagaa gtggtcctgc aactttatcc gcctccatcc agtctattaa



     3121 ttgttgccgg gaagctagag taagtagttc gccagttaat agtttgcgca acgttgttgc

     3181 cattgctaca ggcatcgtgg tgtcacgctc gtcgtttggt atggcttcat tcagctccgg

     3241 ttcccaacga tcaaggcgag ttacatgatc ccccatgttg tgcaaaaaag cggttagctc

     3301 cttcggtcct ccgatcgttg tcagaagtaa gttggccgca gtgttatcac tcatggttat

     3361 ggcagcactg cataattctc ttactgtcat gccatccgta agatgctttt ctgtgactgg

     3421 tgagtactca accaagtcat tctgagaata gtgtatgcgg cgaccgagtt gctcttgccc

     3481 ggcgtcaata cgggataata ccgcgccaca tagcagaact ttaaaagtgc tcatcattgg

     3541 aaaacgttct tcggggcgaa aactctcaag gatcttaccg ctgttgagat ccagttcgat

     3601 gtaacccact cgtgcaccca actgatcttc agcatctttt actttcacca gcgtttctgg

     3661 gtgagcaaaa acaggaaggc aaaatgccgc aaaaaaggga ataagggcga cacggaaatg

     3721 ttgaatactc atactcttcc tttttcaata ttattgaagc atttatcagg gttattgtct

     3781 catgagcgga tacatatttg aatgtattta gaaaaataaa caaatagggg ttccgcgcac

     3841 atttccccga aaagtgccac ctgacgcgcc ctgtagcggc gcattaagcg cggcgggtgt

     3901 ggtggttacg cgcagcgtga ccgctacact tgccagcgcc ctagcgcccg ctcctttcgc

     3961 tttcttccct tcctttctcg ccacgttcgc cggctttccc cgtcaagctc taaatcgggg

     4021 gctcccttta gggttcc

//

pRZ247
LOCUS       pRZ247                  4097 bp    DNA     circular SYN 02-SEP-2025

DEFINITION

ACCESSION   pRZ247

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4097)

  AUTHORS   Self

  JOURNAL   Unpublished.



COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..408

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''''"

     CDS             440..695

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    701..750

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD5-AS"

                     /SECDescr="color: #3366ff"

     source          701..750

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     misc_feature    751..762

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     source          751..1240

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     CDS             763..791

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    792..793

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     CDS             794..795

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             794..1237

                     /gene="mK-Ex2"



                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

                     /SECDescr="color: #cc0000"

     source          1241

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''''source'"

     CDS             1241..1275

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1282..1309

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1310..1337

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             1338..1365

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1409..1857

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="ADSGVRNDRPSDAQPAITRFRFHRRLL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1409..1866

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          1867..4097

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(2932..3792)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED



                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3924..4097,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc

      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc atccgaattc ttgctccctc ctccaaatct

      721 ctccccttca attaactcca actctcccca cggggatggg ggtactaact tcgagtcttc

      781 tttttttttt tagggcttca catgggagag agtcaccaca tacgaagacg ggggcgtgct

      841 gaccgctacc caggacacca gcctccagga cggctgcctc atctacaacg tcaagatcag

      901 aggggtgaac ttcccatcca acggccctgt gatgcagaag aaaacactcg gctgggaggc

      961 ctccaccgag atgctgtacc ccgctgacgg cggcctggaa ggcagaagcg acatggccct

     1021 gaagctcgtg ggcgggggcc acctgatctg caacttgaag accacataca gatccaagaa

     1081 acccgctaag aacctcaaga tgcccggcgt ctactatgtg gacagaagac tggaaagaat

     1141 caaggaggcc gacaaagaga cctacgtcga gcagcacgag gtggctgtgg ccagatactg

     1201 cgacctccct agcaaactgg ggcacaaact taattgataa acataggatg gcaagatcct

     1261 ggtatcggtc tgcgaaccgg tgcacccgct cgtttatgtg ttctaatacg cacccgctcg

     1321 tttatgtgtt ctaatacgca cccgctcgtt tatgtgttct aatacggatc cttgcagtcc

     1381 cgggtaaccg gtaattcgat atcaagccgc ggactctggg gttcgaaatg accgaccaag



     1441 cgacgcccaa cctgccatca cgagatttcg attccaccgc cgccttctat gaaaggttgg

     1501 gcttcggaat cgttttccgg gacgccggct ggatgatcct ccagcgcggg gatctcatgc

     1561 tggagttctt cgcccaccct agggggaggc taactgaaac acggaaggag acaataccgg

     1621 aaggaacccg cgctatgacg gcaataaaaa gacagaataa aacgcacggt gttgggtcgt

     1681 ttgttcataa acgcggggtt cggtcccagg gctggcactc tgtcgatacc ccaccgagac

     1741 gccattgggg ccaatacgcc cgcgtttctt ccttttcccc accccacccc ccaagttcgg

     1801 gtgaaggccc agggctcgca gccaacgtcg gggcggcagg ccctgccata gcctcaggta

     1861 tgtcgaccga tgcccttgag agccttcaac ccagtcagct ccttccggtg ggcgcggggc

     1921 atgactatcg tcgccgcact tatgactgtc ttctttatca tgcaactcgt aggacaggtg

     1981 ccggcagcgc tcttccgctt cctcgctcac tgactcgctg cgctcggtcg ttcggctgcg

     2041 gcgagcggta tcagctcact caaaggcggt aatacggtta tccacagaat caggggataa

     2101 cgcaggaaag aacatgtgag caaaaggcca gcaaaaggcc aggaaccgta aaaaggccgc

     2161 gttgctggcg tttttccata ggctccgccc ccctgacgag catcacaaaa atcgacgctc

     2221 aagtcagagg tggcgaaacc cgacaggact ataaagatac caggcgtttc cccctggaag

     2281 ctccctcgtg cgctctcctg ttccgaccct gccgcttacc ggatacctgt ccgcctttct

     2341 cccttcggga agcgtggcgc tttctcaatg ctcacgctgt aggtatctca gttcggtgta

     2401 ggtcgttcgc tccaagctgg gctgtgtgca cgaacccccc gttcagcccg accgctgcgc

     2461 cttatccggt aactatcgtc ttgagtccaa cccggtaaga cacgacttat cgccactggc

     2521 agcagccact ggtaacagga ttagcagagc gaggtatgta ggcggtgcta cagagttctt

     2581 gaagtggtgg cctaactacg gctacactag aaggacagta tttggtatct gcgctctgct

     2641 gaagccagtt accttcggaa aaagagttgg tagctcttga tccggcaaac aaaccaccgc

     2701 tggtagcggt ggtttttttg tttgcaagca gcagattacg cgcagaaaaa aaggatctca

     2761 agaagatcct ttgatctttt ctacggggtc tgacgctcag tggaacgaaa actcacgtta

     2821 agggattttg gtcatgagat tatcaaaaag gatcttcacc tagatccttt taaattaaaa

     2881 atgaagtttt aaatcaatct aaagtatata tgagtaaact tggtctgaca gttaccaatg

     2941 cttaatcagt gaggcaccta tctcagcgat ctgtctattt cgttcatcca tagttgcctg

     3001 actccccgtc gtgtagataa ctacgatacg ggagggctta ccatctggcc ccagtgctgc

     3061 aatgataccg cgagacccac gctcaccggc tccagattta tcagcaataa accagccagc

     3121 cggaagggcc gagcgcagaa gtggtcctgc aactttatcc gcctccatcc agtctattaa



     3181 ttgttgccgg gaagctagag taagtagttc gccagttaat agtttgcgca acgttgttgc

     3241 cattgctaca ggcatcgtgg tgtcacgctc gtcgtttggt atggcttcat tcagctccgg

     3301 ttcccaacga tcaaggcgag ttacatgatc ccccatgttg tgcaaaaaag cggttagctc

     3361 cttcggtcct ccgatcgttg tcagaagtaa gttggccgca gtgttatcac tcatggttat

     3421 ggcagcactg cataattctc ttactgtcat gccatccgta agatgctttt ctgtgactgg

     3481 tgagtactca accaagtcat tctgagaata gtgtatgcgg cgaccgagtt gctcttgccc

     3541 ggcgtcaata cgggataata ccgcgccaca tagcagaact ttaaaagtgc tcatcattgg

     3601 aaaacgttct tcggggcgaa aactctcaag gatcttaccg ctgttgagat ccagttcgat

     3661 gtaacccact cgtgcaccca actgatcttc agcatctttt actttcacca gcgtttctgg

     3721 gtgagcaaaa acaggaaggc aaaatgccgc aaaaaaggga ataagggcga cacggaaatg

     3781 ttgaatactc atactcttcc tttttcaata ttattgaagc atttatcagg gttattgtct

     3841 catgagcgga tacatatttg aatgtattta gaaaaataaa caaatagggg ttccgcgcac

     3901 atttccccga aaagtgccac ctgacgcgcc ctgtagcggc gcattaagcg cggcgggtgt

     3961 ggtggttacg cgcagcgtga ccgctacact tgccagcgcc ctagcgcccg ctcctttcgc

     4021 tttcttccct tcctttctcg ccacgttcgc cggctttccc cgtcaagctc taaatcgggg

     4081 gctcccttta gggttcc

//

pRZ248
LOCUS       pRZ248                  4118 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ248

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4118)

  AUTHORS   Self

  JOURNAL   Unpublished.



COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          complement(112..530)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     rep_origin      complement(249..704)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          complement(531..2761)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            836..1696

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED



                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     CDS             2793..3045

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     3055..3070

                     /created_by="primer3"

                     /%GC="57.1"



                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"

                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            3055..3321

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     3055..3321

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(3297..3321)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"



                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     3305..3330

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     3307..3331

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"



                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     3319..3338

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     3320..3327

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5' D"

     misc_feature    3322..3327

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21



                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             3322..3709

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     3328..3344

                     /created_by="primer3"
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                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="'source'"

ORIGIN

        1 ccaatacgcc cgcgtttctt ccttttcccc accccacccc ccaagttcgg gtgaaggccc

       61 agggctcgca gccaacgtcg gggcggcagg ccctgccata gcctcagtgc agggcggccg

      121 ggtacctcca agtacctccc gtaccttaat attacttact tatcatggta gcttgggctg

      181 gcgtaatagc gaagaggccc gcaccgatcg cccttcccaa cagttgcgca gcctgaatgg

      241 cgaatggcaa attgtaagcg ttaatatttt gttaaaattc gcgttaaatt tttgttaaat

      301 cagctcattt tttaaccaat aggccgaaat cggcaaaatc ccttataaat caaaagaata

      361 gaccgagata gggttgagtg ttgttccagt ttggaacaag agtccactat taaagaacgt

      421 ggactccaac gtcaaagggc gaaaaaccgt ctatcagggc gatggcccac tacgtgaacc

      481 atcaccctaa tcaagttttt tggggtcgag gtgccgtaaa gcactaaatc ggaaccctaa

      541 agggagcccc cgatttagag cttgacgggg aaagccggcg aacgtggcga gaaaggaagg

      601 gaagaaagcg aaaggagcgg gcgctagggc gctggcaagt gtagcggtca cgctgcgcgt

      661 aaccaccaca cccgccgcgc ttaatgcgcc gctacagggc gcgtcaggtg gcacttttcg

      721 gggaaatgtg cgcggaaccc ctatttgttt atttttctaa atacattcaa atatgtatcc

      781 gctcatgaga caataaccct gataaatgct tcaataatat tgaaaaagga agagtatgag

      841 tattcaacat ttccgtgtcg cccttattcc cttttttgcg gcattttgcc ttcctgtttt

      901 tgctcaccca gaaacgctgg tgaaagtaaa agatgctgaa gatcagttgg gtgcacgagt

      961 gggttacatc gaactggatc tcaacagcgg taagatcctt gagagttttc gccccgaaga

     1021 acgttttcca atgatgagca cttttaaagt tctgctatgt ggcgcggtat tatcccgtat

     1081 tgacgccggg caagagcaac tcggtcgccg catacactat tctcagaatg acttggttga

     1141 gtactcacca gtcacagaaa agcatcttac ggatggcatg acagtaagag aattatgcag

     1201 tgctgccata accatgagtg ataacactgc ggccaactta cttctgacaa cgatcggagg

     1261 accgaaggag ctaaccgctt ttttgcacaa catgggggat catgtaactc gccttgatcg

     1321 ttgggaaccg gagctgaatg aagccatacc aaacgacgag cgtgacacca cgatgcctgt

     1381 agcaatggca acaacgttgc gcaaactatt aactggcgaa ctacttactc tagcttcccg

     1441 gcaacaatta atagactgga tggaggcgga taaagttgca ggaccacttc tgcgctcggc

     1501 ccttccggct ggctggttta ttgctgataa atctggagcc ggtgagcgtg ggtctcgcgg

     1561 tatcattgca gcactggggc cagatggtaa gccctcccgt atcgtagtta tctacacgac



     1621 ggggagtcag gcaactatgg atgaacgaaa tagacagatc gctgagatag gtgcctcact

     1681 gattaagcat tggtaactgt cagaccaagt ttactcatat atactttaga ttgatttaaa

     1741 acttcatttt taatttaaaa ggatctaggt gaagatcctt tttgataatc tcatgaccaa

     1801 aatcccttaa cgtgagtttt cgttccactg agcgtcagac cccgtagaaa agatcaaagg

     1861 atcttcttga gatccttttt ttctgcgcgt aatctgctgc ttgcaaacaa aaaaaccacc

     1921 gctaccagcg gtggtttgtt tgccggatca agagctacca actctttttc cgaaggtaac

     1981 tggcttcagc agagcgcaga taccaaatac tgtccttcta gtgtagccgt agttaggcca

     2041 ccacttcaag aactctgtag caccgcctac atacctcgct ctgctaatcc tgttaccagt

     2101 ggctgctgcc agtggcgata agtcgtgtct taccgggttg gactcaagac gatagttacc

     2161 ggataaggcg cagcggtcgg gctgaacggg gggttcgtgc acacagccca gcttggagcg

     2221 aacgacctac accgaactga gatacctaca gcgtgagcat tgagaaagcg ccacgcttcc

     2281 cgaagggaga aaggcggaca ggtatccggt aagcggcagg gtcggaacag gagagcgcac

     2341 gagggagctt ccagggggaa acgcctggta tctttatagt cctgtcgggt ttcgccacct

     2401 ctgacttgag cgtcgatttt tgtgatgctc gtcagggggg cggagcctat ggaaaaacgc

     2461 cagcaacgcg gcctttttac ggttcctggc cttttgctgg ccttttgctc acatgttctt

     2521 tcctgcgtta tcccctgatt ctgtggataa ccgtattacc gcctttgagt gagctgatac

     2581 cgctcgccgc agccgaacga ccgagcgcag cgagtcagtg agcgaggaag cggaagagcg

     2641 ctgccggcac ctgtcctacg agttgcatga taaagaagac agtcataagt gcggcgacga

     2701 tagtcatgcc ccgcgcccac cggaaggagc tgactgggtt gaaggctctc aagggcatcg

     2761 gtcgacacag cagagatcca gtttggttaa tgggcgcgcc tcgacgttgt cactgaagcg

     2821 ggaagggact ggctgctatt gggcgaagtg ccggggcagg atctcctgtc atctcacctt

     2881 gctcctgccg agaaagtatc catcatggct gatgcaatgc ggcggctgca tacgcttgat

     2941 ccggctacct gcccattcga ccaccaagcg aaacatcgca tcgagcgagc acgtactcgg

     3001 atggaagccg gtcttgtcga tcaggatgat ctggacgaag agcatgccac catggtgtct

     3061 aagggcgaag agctgattaa ggagaacatg cacatgaagc tgtacatgga gggcaccgtg

     3121 aacaaccacc acttcaagtg cacatccgag ggcgaaggca agccctacga gggcacccag

     3181 accatgagaa tcaaggtggt cgagggcggc cctctcccct tcgccttcga catcctggct

     3241 accagcttca tgtacggcag caaaaccttc atcaaccaca cccagggcat ccccgacttc

     3301 tttaagcagt ccttccctga ggtaagtgtg ctcgcttcgg cagcacatat actatgttga



     3361 atgaggcttc agtactttac agaatcgttg cctgcacatc ttggaaacac ttgctgggat

     3421 tacttcttca ggttaaccca acagaaggct cgagtgctgt tgacagtgag cgccgtctcg

     3481 tttatgagta gaaatagtga agccacagat gtatttctac tcataaacga gacggtgcct

     3541 actgcctcgg agaattcaag gggctacttt aggagcaatt atcttgttta ctaaaactga

     3601 ataccttgct atctctttga tacattttta caaagctgaa ttaaaatggt ataaattaaa

     3661 tcactttttt caattgtact aacttcgagt cttctttttt tttttcacaa gggcttcact

     3721 ggggagagtt ggagtttttt gaaggggaga gatttggagg agggagcaag aattcgcggg

     3781 actctggggt tcgaaatgac cgaccaagcg acgcccaacc tgccatcacg agatttcgat

     3841 tccaccgccg ccttctatga aaggttgggc ttcggaatcg ttttccggga cgccggctgg

     3901 atgatcctcc agcgcgggga tctcatgctg gagttcttcg cccaccctag ggggaggcta

     3961 actgaaacac ggaaggagac aataccggaa ggaacccgcg ctatgacggc aataaaaaga

     4021 cagaataaaa cgcacggtgt tgggtcgttt gttcataaac gcggggttcg gtcccagggc

     4081 tggcactctg tcgatacccc accgagacgc cattgggg
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ORIGIN

        1 gggtctgacg ctcagtggaa cgaaaactca cgttaaggga ttttggtcat gagattatca

       61 aaaaggatct tcacctagat ccttttaaat taaaaatgaa gttttaaatc aatctaaagt

      121 atatatgagt aaacttggtc tgacagttac caatgcttaa tcagtgaggc acctatctca

      181 gcgatctgtc tatttcgttc atccatagtt gcctgactcc ccgtcgtgta gataactacg

      241 atacgggagg gcttaccatc tggccccagt gctgcaatga taccgcgaga cccacgctca



      301 ccggctccag atttatcagc aataaaccag ccagccggaa gggccgagcg cagaagtggt

      361 cctgcaactt tatccgcctc catccagtct attaattgtt gccgggaagc tagagtaagt

      421 agttcgccag ttaatagttt gcgcaacgtt gttgccattg ctacaggcat cgtggtgtca

      481 cgctcgtcgt ttggtatggc ttcattcagc tccggttccc aacgatcaag gcgagttaca

      541 tgatccccca tgttgtgcaa aaaagcggtt agctccttcg gtcctccgat cgttgtcaga

      601 agtaagttgg ccgcagtgtt atcactcatg gttatggcag cactgcataa ttctcttact

      661 gtcatgccat ccgtaagatg cttttctgtg actggtgagt actcaaccaa gtcattctga

      721 gaatagtgta tgcggcgacc gagttgctct tgcccggcgt caatacggga taataccgcg

      781 ccacatagca gaactttaaa agtgctcatc attggaaaac gttcttcggg gcgaaaactc

      841 tcaaggatct taccgctgtt gagatccagt tcgatgtaac ccactcgtgc acccaactga

      901 tcttcagcat cttttacttt caccagcgtt tctgggtgag caaaaacagg aaggcaaaat

      961 gccgcaaaaa agggaataag ggcgacacgg aaatgttgaa tactcatact cttccttttt

     1021 caatattatt gaagcattta tcagggttat tgtctcatga gcggatacat atttgaatgt

     1081 atttagaaaa ataaacaaat aggggttccg cgcacatttc cccgaaaagt gccacctgac

     1141 gcgccctgta gcggcgcatt aagcgcggcg ggtgtggtgg ttacgcgcag cgtgaccgct

     1201 acacttgcca gcgccctagc gcccgctcct ttcgctttct tcccttcctt tctcgccacg

     1261 ttcgccggct ttccccgtca agctctaaat cgggggctcc ctttagggtt ccgatttagt

     1321 gctttacggc acctcgaccc caaaaaactt gattagggtg atggttcacg tagtgggcca

     1381 tcgccctgat agacggtttt tcgccctttg acgttggagt ccacgttctt taatagtgga

     1441 ctcttgttcc aaactggaac aacactcaac cctatctcgg tctattcttt tgatttataa

     1501 gggattttgc cgatttcggc ctattggtta aaaaatgagc tgatttaaca aaaatttaac

     1561 gcgaatttta acaaaatatt aacgcttaca atttgccatt cgccattcag gctgcgcaac

     1621 tgttgggaag ggcgatcggt gcgggcctct tcgctattac gccagcccaa gctaccatga

     1681 taagtaagta atattaaggt acgggaggta cttggaggta cgcgtacagc agagatccag

     1741 tttggttaat gggcgcgcct cgacgttgtc actgaagcgg gaagggactg gctgctattg

     1801 ggcgaagtgc cggggcagga tctcctgtca tctcaccttg ctcctgccga gaaagtatcc

     1861 atcatggctg atgcaatgcg gcggctgcat acgcttgatc cggctacctg cccattcgac

     1921 caccaagcga aacatcgcat cgagcgagca cgtactcgga tggaagccgg tcttgtcgat

     1981 caggatgatc tggacgaaga gcattggcat tccggtactg ttggtaaacc agctcttaat



     2041 taacgcgcca aatgcaagat tctctaggag aacaaatggc ggggatgggg gtactaactt

     2101 cgagtcttct tttttttttt atcacaggtc tccgctgact agggcacatc tgacagaagt

     2161 ggaatcaagg ctagaaagac tggaacagct atttctactg atttttcctc gagaagacct

     2221 tgacatgatt ttgaaaatgg attctttaca ggatataaaa gcattgttaa caggattatt

     2281 tgtacaagat aatgtgaata aagatgccgt cacagataga ttggcttcag tggagactga

     2341 tatgcctcta acattgagac agcatagaat aagtgcgaca tcatcatcgg aagagagtag

     2401 taacaaaggt caaagacagt tgactgtatc gtcgacggcc cccccgaccg atgtcagcct

     2461 gggggacgag ctccacttag acggcgagga cgtggcgatg gcgcatgccg acgcgctaga

     2521 cgatttcgat ctggacatgt tgggggacgg ggattccccg ggtccgggat aatgataaag

     2581 gtcgtcagac tgatgggccc tattcggata ttgagatgag gatccgcggg actctggggt

     2641 tcgaaatgac cgaccaagcg acgcccaacc tgccatcacg agatttcgat tccaccgccg

     2701 ccttctatga aaggttgggc ttcggaatcg ttttccggga cgccggctgg atgatcctcc

     2761 agcgcgggga tctcatgctg gagttcttcg cccaccctag ggggaggcta actgaaacac

     2821 ggaaggagac aataccggaa ggaacccgcg ctatgacggc aataaaaaga cagaataaaa

     2881 cgcacggtgt tgggtcgttt gttcataaac gcggggttcg gtcccagggc tggcactctg

     2941 tcgatacccc accgagacgc cattggggcc aatacgcccg cgtttcttcc ttttccccac

     3001 cccacccccc aagttcgggt gaaggcccag ggctcgcagc caacgtcggg gcggcaggcc

     3061 ctgccatagc ctcaggtatg tcgaccgatg cccttgagag ccttcaaccc agtcagctcc

     3121 ttccggtggg cgcggggcat gactatcgtc gccgcactta tgactgtctt ctttatcatg

     3181 caactcgtag gacaggtgcc ggcagcgctc ttccgcttcc tcgctcactg actcgctgcg

     3241 ctcggtcgtt cggctgcggc gagcggtatc agctcactca aaggcggtaa tacggttatc

     3301 cacagaatca ggggataacg caggaaagaa catgtgagca aaaggccagc aaaaggccag

     3361 gaaccgtaaa aaggccgcgt tgctggcgtt tttccatagg ctccgccccc ctgacgagca

     3421 tcacaaaaat cgacgctcaa gtcagaggtg gcgaaacccg acaggactat aaagatacca

     3481 ggcgtttccc cctggaagct ccctcgtgcg ctctcctgtt ccgaccctgc cgcttaccgg

     3541 atacctgtcc gcctttctcc cttcgggaag cgtggcgctt tctcaatgct cacgctgtag

     3601 gtatctcagt tcggtgtagg tcgttcgctc caagctgggc tgtgtgcacg aaccccccgt

     3661 tcagcccgac cgctgcgcct tatccggtaa ctatcgtctt gagtccaacc cggtaagaca

     3721 cgacttatcg ccactggcag cagccactgg taacaggatt agcagagcga ggtatgtagg



     3781 cggtgctaca gagttcttga agtggtggcc taactacggc tacactagaa ggacagtatt

     3841 tggtatctgc gctctgctga agccagttac cttcggaaaa agagttggta gctcttgatc

     3901 cggcaaacaa accaccgctg gtagcggtgg tttttttgtt tgcaagcagc agattacgcg

     3961 cagaaaaaaa ggatctcaag aagatccttt gatcttttct acg

//

pRZ250
LOCUS       pRZ250                  3642 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ250

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3642)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     CDS             172..403

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             425..448

                     /gene="5' UTR"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             456..464

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             456..598

                     /gene="GAL-BD-EX1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          456..598

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     CDS             597..604

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             599..648

                     /gene="ID"

                     /product="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          599..648

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="''source'"

     CDS             649..678

                     /gene=" BD9-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             685..1134

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          685..1143

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          1144..3374

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(2209..3069)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED



                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3201..3642,1..14)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          join(3375..3642,1..115)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''''"

ORIGIN

        1 aacgcttaca atttgccatt cgccattcag gctgcgcaac tgttgggaag ggcgatcggt

       61 gcgggcctct tcgctattac gccagcccaa gctaccatga taagtaagta atattaaggt

      121 acgggaggta cttggaggta cgcgtacagc agagatccag tttggttaat gggcgcgcct

      181 cgacgttgtc actgaagcgg gaagggactg gctgctattg ggcgaagtgc cggggcagga

      241 tctcctgtca tctcaccttg ctcctgccga gaaagtatcc atcatggctg atgcaatgcg

      301 gcggctgcat acgcttgatc cggctacctg cccattcgac caccaagcga aacatcgcat

      361 cgagcgagca cgtactcgga tggaagccgg tcttgtcgat caggatgatc tggacgaaga

      421 gcattggcat tccggtactg ttggtaaacc agctcgccac catgaagcta ctgtcttcta

      481 tcgaacaagc atgcgatatt tgccgactta aaaagctcaa gtgctccaaa gaaaaaccga

      541 agtgcgccaa gtgtctgaag aacaactggg agtgtcgcta ctctcccaaa accaaaaggt

      601 aagtgtgctc gcttcggcag cacatatact atgttgaatg aggcttcacc atttgttctg

      661 gtagagaatc ttgcatttga attcgcggga ctctggggtt cgaaatgacc gaccaagcga

      721 cgcccaacct gccatcacga gatttcgatt ccaccgccgc cttctatgaa aggttgggct

      781 tcggaatcgt tttccgggac gccggctgga tgatcctcca gcgcggggat ctcatgctgg

      841 agttcttcgc ccaccctagg gggaggctaa ctgaaacacg gaaggagaca ataccggaag

      901 gaacccgcgc tatgacggca ataaaaagac agaataaaac gcacggtgtt gggtcgtttg

      961 ttcataaacg cggggttcgg tcccagggct ggcactctgt cgatacccca ccgagacgcc

     1021 attggggcca atacgcccgc gtttcttcct tttccccacc ccacccccca agttcgggtg

     1081 aaggcccagg gctcgcagcc aacgtcgggg cggcaggccc tgccatagcc tcaggtatgt



     1141 cgaccgatgc ccttgagagc cttcaaccca gtcagctcct tccggtgggc gcggggcatg

     1201 actatcgtcg ccgcacttat gactgtcttc tttatcatgc aactcgtagg acaggtgccg

     1261 gcagcgctct tccgcttcct cgctcactga ctcgctgcgc tcggtcgttc ggctgcggcg

     1321 agcggtatca gctcactcaa aggcggtaat acggttatcc acagaatcag gggataacgc

     1381 aggaaagaac atgtgagcaa aaggccagca aaaggccagg aaccgtaaaa aggccgcgtt

     1441 gctggcgttt ttccataggc tccgcccccc tgacgagcat cacaaaaatc gacgctcaag

     1501 tcagaggtgg cgaaacccga caggactata aagataccag gcgtttcccc ctggaagctc

     1561 cctcgtgcgc tctcctgttc cgaccctgcc gcttaccgga tacctgtccg cctttctccc

     1621 ttcgggaagc gtggcgcttt ctcaatgctc acgctgtagg tatctcagtt cggtgtaggt

     1681 cgttcgctcc aagctgggct gtgtgcacga accccccgtt cagcccgacc gctgcgcctt

     1741 atccggtaac tatcgtcttg agtccaaccc ggtaagacac gacttatcgc cactggcagc

     1801 agccactggt aacaggatta gcagagcgag gtatgtaggc ggtgctacag agttcttgaa

     1861 gtggtggcct aactacggct acactagaag gacagtattt ggtatctgcg ctctgctgaa

     1921 gccagttacc ttcggaaaaa gagttggtag ctcttgatcc ggcaaacaaa ccaccgctgg

     1981 tagcggtggt ttttttgttt gcaagcagca gattacgcgc agaaaaaaag gatctcaaga

     2041 agatcctttg atcttttcta cggggtctga cgctcagtgg aacgaaaact cacgttaagg

     2101 gattttggtc atgagattat caaaaaggat cttcacctag atccttttaa attaaaaatg

     2161 aagttttaaa tcaatctaaa gtatatatga gtaaacttgg tctgacagtt accaatgctt

     2221 aatcagtgag gcacctatct cagcgatctg tctatttcgt tcatccatag ttgcctgact

     2281 ccccgtcgtg tagataacta cgatacggga gggcttacca tctggcccca gtgctgcaat

     2341 gataccgcga gacccacgct caccggctcc agatttatca gcaataaacc agccagccgg

     2401 aagggccgag cgcagaagtg gtcctgcaac tttatccgcc tccatccagt ctattaattg

     2461 ttgccgggaa gctagagtaa gtagttcgcc agttaatagt ttgcgcaacg ttgttgccat

     2521 tgctacaggc atcgtggtgt cacgctcgtc gtttggtatg gcttcattca gctccggttc

     2581 ccaacgatca aggcgagtta catgatcccc catgttgtgc aaaaaagcgg ttagctcctt

     2641 cggtcctccg atcgttgtca gaagtaagtt ggccgcagtg ttatcactca tggttatggc

     2701 agcactgcat aattctctta ctgtcatgcc atccgtaaga tgcttttctg tgactggtga

     2761 gtactcaacc aagtcattct gagaatagtg tatgcggcga ccgagttgct cttgcccggc

     2821 gtcaatacgg gataataccg cgccacatag cagaacttta aaagtgctca tcattggaaa



     2881 acgttcttcg gggcgaaaac tctcaaggat cttaccgctg ttgagatcca gttcgatgta

     2941 acccactcgt gcacccaact gatcttcagc atcttttact ttcaccagcg tttctgggtg

     3001 agcaaaaaca ggaaggcaaa atgccgcaaa aaagggaata agggcgacac ggaaatgttg

     3061 aatactcata ctcttccttt ttcaatatta ttgaagcatt tatcagggtt attgtctcat

     3121 gagcggatac atatttgaat gtatttagaa aaataaacaa ataggggttc cgcgcacatt

     3181 tccccgaaaa gtgccacctg acgcgccctg tagcggcgca ttaagcgcgg cgggtgtggt

     3241 ggttacgcgc agcgtgaccg ctacacttgc cagcgcccta gcgcccgctc ctttcgcttt

     3301 cttcccttcc tttctcgcca cgttcgccgg ctttccccgt caagctctaa atcgggggct

     3361 ccctttaggg ttccgattta gtgctttacg gcacctcgac cccaaaaaac ttgattaggg

     3421 tgatggttca cgtagtgggc catcgccctg atagacggtt tttcgccctt tgacgttgga

     3481 gtccacgttc tttaatagtg gactcttgtt ccaaactgga acaacactca accctatctc

     3541 ggtctattct tttgatttat aagggatttt gccgatttcg gcctattggt taaaaaatga

     3601 gctgatttaa caaaaattta acgcgaattt taacaaaata tt

//

pRZ251
LOCUS       pRZ251                  4222 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ251

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4222)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          complement(269..2499)



                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            574..1434

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"



     CDS             2531..2788

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2801..3136

                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     RRQLQDPRR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex1"

     CDS             3135..3142

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    3137..3142

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"



     primer_bind     3137..3145

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'forward primer"

     primer_bind     3137..3146

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'forward primer"

     primer_bind     3137..3153

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b



                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="'1st forward primer"

     CDS             3137..3553

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     3143..3159

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3143..3519

                     /created_by="User"

                     /label="miR-FF4"



                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"

     primer_bind     3174..3198

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    3270..3400

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    3276..3394

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

                     /SECDescr="OptA scaffold version A from Hiroshi (Sharp lab)"

     CDS             3303..3324

                     /gene="mirS1-BS"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3344..3365

                     /gene="miRS1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    complement(3505..3532)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    3514..3519

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"



                     /SECDescr="Geneious type: restriction site"

     misc_feature    3520..3527

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(3520..3527)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3520..3527

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    3527

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    3528..3532

                     /created_by="User"



                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    3533..3548

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    3533..3548

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    3549..3553

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(3549..3553)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"



                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     3551..3555

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     CDS             3562..3611

                     /gene="BD6-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             3618..4067

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          3618..4067

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"



                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          complement(join(4072..4222,1..268))

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     rep_origin      complement(join(4209..4222,1..442))

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 aatattttgt taaaattcgc gttaaatttt tgttaaatca gctcattttt taaccaatag

       61 gccgaaatcg gcaaaatccc ttataaatca aaagaataga ccgagatagg gttgagtgtt

      121 gttccagttt ggaacaagag tccactatta aagaacgtgg actccaacgt caaagggcga

      181 aaaaccgtct atcagggcga tggcccacta cgtgaaccat caccctaatc aagttttttg

      241 gggtcgaggt gccgtaaagc actaaatcgg aaccctaaag ggagcccccg atttagagct

      301 tgacggggaa agccggcgaa cgtggcgaga aaggaaggga agaaagcgaa aggagcgggc

      361 gctagggcgc tggcaagtgt agcggtcacg ctgcgcgtaa ccaccacacc cgccgcgctt

      421 aatgcgccgc tacagggcgc gtcaggtggc acttttcggg gaaatgtgcg cggaacccct

      481 atttgtttat ttttctaaat acattcaaat atgtatccgc tcatgagaca ataaccctga



      541 taaatgcttc aataatattg aaaaaggaag agtatgagta ttcaacattt ccgtgtcgcc

      601 cttattccct tttttgcggc attttgcctt cctgtttttg ctcacccaga aacgctggtg

      661 aaagtaaaag atgctgaaga tcagttgggt gcacgagtgg gttacatcga actggatctc

      721 aacagcggta agatccttga gagttttcgc cccgaagaac gttttccaat gatgagcact

      781 tttaaagttc tgctatgtgg cgcggtatta tcccgtattg acgccgggca agagcaactc

      841 ggtcgccgca tacactattc tcagaatgac ttggttgagt actcaccagt cacagaaaag

      901 catcttacgg atggcatgac agtaagagaa ttatgcagtg ctgccataac catgagtgat

      961 aacactgcgg ccaacttact tctgacaacg atcggaggac cgaaggagct aaccgctttt

     1021 ttgcacaaca tgggggatca tgtaactcgc cttgatcgtt gggaaccgga gctgaatgaa

     1081 gccataccaa acgacgagcg tgacaccacg atgcctgtag caatggcaac aacgttgcgc

     1141 aaactattaa ctggcgaact acttactcta gcttcccggc aacaattaat agactggatg

     1201 gaggcggata aagttgcagg accacttctg cgctcggccc ttccggctgg ctggtttatt

     1261 gctgataaat ctggagccgg tgagcgtggg tctcgcggta tcattgcagc actggggcca

     1321 gatggtaagc cctcccgtat cgtagttatc tacacgacgg ggagtcaggc aactatggat

     1381 gaacgaaata gacagatcgc tgagataggt gcctcactga ttaagcattg gtaactgtca

     1441 gaccaagttt actcatatat actttagatt gatttaaaac ttcattttta atttaaaagg

     1501 atctaggtga agatcctttt tgataatctc atgaccaaaa tcccttaacg tgagttttcg

     1561 ttccactgag cgtcagaccc cgtagaaaag atcaaaggat cttcttgaga tccttttttt

     1621 ctgcgcgtaa tctgctgctt gcaaacaaaa aaaccaccgc taccagcggt ggtttgtttg

     1681 ccggatcaag agctaccaac tctttttccg aaggtaactg gcttcagcag agcgcagata

     1741 ccaaatactg tccttctagt gtagccgtag ttaggccacc acttcaagaa ctctgtagca

     1801 ccgcctacat acctcgctct gctaatcctg ttaccagtgg ctgctgccag tggcgataag

     1861 tcgtgtctta ccgggttgga ctcaagacga tagttaccgg ataaggcgca gcggtcgggc

     1921 tgaacggggg gttcgtgcac acagcccagc ttggagcgaa cgacctacac cgaactgaga

     1981 tacctacagc gtgagcattg agaaagcgcc acgcttcccg aagggagaaa ggcggacagg

     2041 tatccggtaa gcggcagggt cggaacagga gagcgcacga gggagcttcc agggggaaac

     2101 gcctggtatc tttatagtcc tgtcgggttt cgccacctct gacttgagcg tcgatttttg

     2161 tgatgctcgt caggggggcg gagcctatgg aaaaacgcca gcaacgcggc ctttttacgg

     2221 ttcctggcct tttgctggcc ttttgctcac atgttctttc ctgcgttatc ccctgattct



     2281 gtggataacc gtattaccgc ctttgagtga gctgataccg ctcgccgcag ccgaacgacc

     2341 gagcgcagcg agtcagtgag cgaggaagcg gaagagcgct gccggcacct gtcctacgag

     2401 ttgcatgata aagaagacag tcataagtgc ggcgacgata gtcatgcccc gcgcccaccg

     2461 gaaggagctg actgggttga aggctctcaa gggcatcggt cgacacagca gagatccagt

     2521 ttggttaatg ggcgcgcctc gacgttgtca ctgaagcggg aagggactgg ctgctattgg

     2581 gcgaagtgcc ggggcaggat ctcctgtcat ctcaccttgc tcctgccgag aaagtatcca

     2641 tcatggctga tgcaatgcgg cggctgcata cgcttgatcc ggctacctgc ccattcgacc

     2701 accaagcgaa acatcgcatc gagcgagcac gtactcggat ggaagccggt cttgtcgatc

     2761 aggatgatct ggacgaagag catcaggggg atccgccacc atggtgagca agggcgagga

     2821 gctgttcacc ggggtggtgc ccatcctggt cgagctggac ggcgacgtaa acggccacaa

     2881 gttcagcgtg tccggcgagg gcgagggcga tgccacctac ggcaagctga ccctgaagtt

     2941 catctgcacc accggcaagc tgcccgtgcc ctggcccacc ctcgtgacca ccctgacctg

     3001 gggcgtgcag tgcttcgccc gctaccccga ccacatgaag cagcacgact tcttcaagtc

     3061 cgccatgccc gaaggctacg tccaggagcg caccatcttc ttcaaggacg acggcaacta

     3121 caagacccgc gccgaggtaa gtgtgctcgc ttcggcagca catatactat gttgaatgag

     3181 gcttcagtac tttacagaat cgttgcctgc acatcttgga aacacttgct gggattactt

     3241 cttcagggac ttcttaaccc aacagaaggc tcgagaaggt atattgctgt tgacagtgag

     3301 cgcccgctcg tttatgtgtt ctaatagtga agccacagat gtattagaac acataaacga

     3361 gcgggtgcct actgcctcgg acttcaaggg gctagaattc aaggggctac tttaggagca

     3421 attatcttgt ttactaaaac tgaatacctt gctatctctt tgatacattt ttacaaagct

     3481 gaattaaaat ggtataaatt aaatcacttt tttcaattgt actaacttcg agtcttcttt

     3541 ttttttttca caggtgaagt atgtatgtaa tagagatgta gagttagtgt ggaagaatag

     3601 ttcaagatta agaattcgcg ggactctggg gttcgaaatg accgaccaag cgacgcccaa

     3661 cctgccatca cgagatttcg attccaccgc cgccttctat gaaaggttgg gcttcggaat

     3721 cgttttccgg gacgccggct ggatgatcct ccagcgcggg gatctcatgc tggagttctt

     3781 cgcccaccct agggggaggc taactgaaac acggaaggag acaataccgg aaggaacccg

     3841 cgctatgacg gcaataaaaa gacagaataa aacgcacggt gttgggtcgt ttgttcataa

     3901 acgcggggtt cggtcccagg gctggcactc tgtcgatacc ccaccgagac gccattgggg

     3961 ccaatacgcc cgcgtttctt ccttttcccc accccacccc ccaagttcgg gtgaaggccc



     4021 agggctcgca gccaacgtcg gggcggcagg ccctgccata gcctcagtgc agggcggccg

     4081 ggtacctcca agtacctccc gtaccttaat attacttact tatcatggta gcttgggctg

     4141 gcgtaatagc gaagaggccc gcaccgatcg cccttcccaa cagttgcgca gcctgaatgg

     4201 cgaatggcaa attgtaagcg tt

//

pRZ266
LOCUS       pRZ266                  3864 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ266

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3864)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     CDS             1236..1490

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1492

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"



     CDS             1495..1524

                     /gene="BD9-AS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1525..1536

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     source          1525..1565

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     CDS             1537..1565

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     1566..1572

                     /label="3' Acceptor\Site"

                     /translation="Q"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="'3' Acceptor\Site"

     CDS             1566..1951

                     /created_by="User"



                     /label="ECFP"

                     
/translation="QVKFEGDTLVNRIELKGIDFKEDGNILGHKLEYNAISDNVYITA

                     
DKQKNGIKANFKIRHNIEDGSVQLADHYQQNTPIGDGPVLLPDNHYLSTQSK
LSKDPN

                     EKRDHMVLLEFVTAAGITLGMDELYK"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex2"

     CDS             1964..2413

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1964..2413

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     source          complement(2418..2836)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="source'''"

     rep_origin      complement(2555..3010)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          complement(join(2837..3864,1..1203))

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            join(3142..3864,1..138)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID



                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

ORIGIN

        1 ggtatcattg cagcactggg gccagatggt aagccctccc gtatcgtagt tatctacacg

       61 acggggagtc aggcaactat ggatgaacga aatagacaga tcgctgagat aggtgcctca



      121 ctgattaagc attggtaact gtcagaccaa gtttactcat atatacttta gattgattta

      181 aaacttcatt tttaatttaa aaggatctag gtgaagatcc tttttgataa tctcatgacc

      241 aaaatccctt aacgtgagtt ttcgttccac tgagcgtcag accccgtaga aaagatcaaa

      301 ggatcttctt gagatccttt ttttctgcgc gtaatctgct gcttgcaaac aaaaaaacca

      361 ccgctaccag cggtggtttg tttgccggat caagagctac caactctttt tccgaaggta

      421 actggcttca gcagagcgca gataccaaat actgtccttc tagtgtagcc gtagttaggc

      481 caccacttca agaactctgt agcaccgcct acatacctcg ctctgctaat cctgttacca

      541 gtggctgctg ccagtggcga taagtcgtgt cttaccgggt tggactcaag acgatagtta

      601 ccggataagg cgcagcggtc gggctgaacg gggggttcgt gcacacagcc cagcttggag

      661 cgaacgacct acaccgaact gagataccta cagcgtgagc attgagaaag cgccacgctt

      721 cccgaaggga gaaaggcgga caggtatccg gtaagcggca gggtcggaac aggagagcgc

      781 acgagggagc ttccaggggg aaacgcctgg tatctttata gtcctgtcgg gtttcgccac

      841 ctctgacttg agcgtcgatt tttgtgatgc tcgtcagggg ggcggagcct atggaaaaac

      901 gccagcaacg cggccttttt acggttcctg gccttttgct ggccttttgc tcacatgttc

      961 tttcctgcgt tatcccctga ttctgtggat aaccgtatta ccgcctttga gtgagctgat

     1021 accgctcgcc gcagccgaac gaccgagcgc agcgagtcag tgagcgagga agcggaagag

     1081 cgctgccggc acctgtccta cgagttgcat gataaagaag acagtcataa gtgcggcgac

     1141 gatagtcatg ccccgcgccc accggaagga gctgactggg ttgaaggctc tcaagggcat

     1201 cgggtcgata cagcagagat ccagtttggt taatgggcgc gcctcgacgt tgtcactgaa

     1261 gcgggaaggg actggctgct attgggcgaa gtgccggggc aggatctcct gtcatctcac

     1321 cttgctcctg ccgagaaagt atccatcatg gctgatgcaa tgcggcggct gcatacgctt

     1381 gatccggcta cctgcccatt cgaccaccaa gcgaaacatc gcatcgagcg agcacgtact

     1441 cggatggaag ccggtcttgt cgatcaggat gatctggacg aagagcatca cgccaaatgc

     1501 aagattctct aggagaacaa atggcgggga tgggggtact aacttcgagt cttctttttt

     1561 tttttcacag gtgaagttcg agggcgacac cctggtgaac cgcatcgagc tgaagggcat

     1621 cgacttcaag gaggacggca acatcctggg gcacaagctg gagtacaacg ccatcagcga

     1681 caacgtctat atcaccgccg acaagcagaa gaacggcatc aaggccaact tcaagatccg

     1741 ccacaacatc gaggacggca gcgtgcagct cgccgaccac taccagcaga acacccccat

     1801 cggcgacggc cccgtgctgc tgcccgacaa ccactacctg agcacccagt ccaagctgag



     1861 caaagacccc aacgagaagc gcgatcacat ggtcctgctg gagttcgtga ccgccgccgg

     1921 gatcactctc ggcatggacg agctgtacaa gtaaaccggt ccagcgggac tctagggttc

     1981 gaaatgaccg accaagcgac gcccaacctg ccatcacgag atttcgattc caccgccgcc

     2041 ttctatgaaa ggttgggctt cggaatcgtt ttccgggacg ccggctggat gatcctccag

     2101 cgcggggatc tcatgctgga gttcttcgcc caccctaggg ggaggctaac tgaaacacgg

     2161 aaggagacaa taccggaagg aacccgcgct atgacggcaa taaaaagaca gaataaaacg

     2221 cacggtgttg ggtcgtttgt tcataaacgc ggggttcggt cccagggctg gcactctgtc

     2281 gataccccac cgagacgcca ttggggccaa tacgcccgcg tttcttcctt ttccccaccc

     2341 caccccccaa gttcgggtga aggcccaggg ctcgcagcca acgtcggggc ggcaggccct

     2401 gccatagcct cagtgcaggg cggccgggta cctccaagta cctcccgtac cttaatatta

     2461 cttacttatc atggtagctt gggctggcgt aatagcgaag aggcccgcac cgatcgccct

     2521 tcccaacagt tgcgcagcct gaatggcgaa tggcaaattg taagcgttaa tattttgtta

     2581 aaattcgcgt taaatttttg ttaaatcagc tcatttttta accaataggc cgaaatcggc

     2641 aaaatccctt ataaatcaaa agaatagacc gagatagggt tgagtgttgt tccagtttgg

     2701 aacaagagtc cactattaaa gaacgtggac tccaacgtca aagggcgaaa aaccgtctat

     2761 cagggcgatg gcccactacg tgaaccatca ccctaatcaa gttttttggg gtcgaggtgc

     2821 cgtaaagcac taaatcggaa ccctaaaggg agcccccgat ttagagcttg acggggaaag

     2881 ccggcgaacg tggcgagaaa ggaagggaag aaagcgaaag gagcgggcgc tagggcgctg

     2941 gcaagtgtag cggtcacgct gcgcgtaacc accacacccg ccgcgcttaa tgcgccgcta

     3001 cagggcgcgt caggtggcac ttttcgggga aatgtgcgcg gaacccctat ttgtttattt

     3061 ttctaaatac attcaaatat gtatccgctc atgagacaat aaccctgata aatgcttcaa

     3121 taatattgaa aaaggaagag tatgagtatt caacatttcc gtgtcgccct tattcccttt

     3181 tttgcggcat tttgccttcc tgtttttgct cacccagaaa cgctggtgaa agtaaaagat

     3241 gctgaagatc agttgggtgc acgagtgggt tacatcgaac tggatctcaa cagcggtaag

     3301 atccttgaga gttttcgccc cgaagaacgt tttccaatga tgagcacttt taaagttctg

     3361 ctatgtggcg cggtattatc ccgtattgac gccgggcaag agcaactcgg tcgccgcata

     3421 cactattctc agaatgactt ggttgagtac tcaccagtca cagaaaagca tcttacggat

     3481 ggcatgacag taagagaatt atgcagtgct gccataacca tgagtgataa cactgcggcc

     3541 aacttacttc tgacaacgat cggaggaccg aaggagctaa ccgctttttt gcacaacatg



     3601 ggggatcatg taactcgcct tgatcgttgg gaaccggagc tgaatgaagc cataccaaac

     3661 gacgagcgtg acaccacgat gcctgtagca atggcaacaa cgttgcgcaa actattaact

     3721 ggcgaactac ttactctagc ttcccggcaa caattaatag actggatgga ggcggataaa

     3781 gttgcaggac cacttctgcg ctcggccctt ccggctggct ggtttattgc tgataaatct

     3841 ggagccggtg agcgtgggtc tcgc

//

pRZ270
LOCUS       pRZ270                  3828 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ270

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3828)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     CDS             774..1031

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1038

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="'source'"

     CDS             1044..1379

                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     RRQLQDPRR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex1"

     CDS             1378..1386

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1380..1429

                     /gene="ID"

                     /product="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1380..1429

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"



                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             1430..1459

                     /gene="BD9-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1466..1915

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1466..1915

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     source          complement(1920..2338)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     rep_origin      complement(2057..2512)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""



                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          complement(join(2339..3828,1..741))

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            2644..3504

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

ORIGIN

        1 gtgtagccgt agttaggcca ccacttcaag aactctgtag caccgcctac atacctcgct

       61 ctgctaatcc tgttaccagt ggctgctgcc agtggcgata agtcgtgtct taccgggttg

      121 gactcaagac gatagttacc ggataaggcg cagcggtcgg gctgaacggg gggttcgtgc

      181 acacagccca gcttggagcg aacgacctac accgaactga gatacctaca gcgtgagcat

      241 tgagaaagcg ccacgcttcc cgaagggaga aaggcggaca ggtatccggt aagcggcagg

      301 gtcggaacag gagagcgcac gagggagctt ccagggggaa acgcctggta tctttatagt

      361 cctgtcgggt ttcgccacct ctgacttgag cgtcgatttt tgtgatgctc gtcagggggg

      421 cggagcctat ggaaaaacgc cagcaacgcg gcctttttac ggttcctggc cttttgctgg

      481 ccttttgctc acatgttctt tcctgcgtta tcccctgatt ctgtggataa ccgtattacc

      541 gcctttgagt gagctgatac cgctcgccgc agccgaacga ccgagcgcag cgagtcagtg

      601 agcgaggaag cggaagagcg ctgccggcac ctgtcctacg agttgcatga taaagaagac

      661 agtcataagt gcggcgacga tagtcatgcc ccgcgcccac cggaaggagc tgactgggtt

      721 gaaggctctc aagggcatcg ggtcgataca gcagagatcc agtttggtta atgggcgcgc

      781 ctcgacgttg tcactgaagc gggaagggac tggctgctat tgggcgaagt gccggggcag

      841 gatctcctgt catctcacct tgctcctgcc gagaaagtat ccatcatggc tgatgcaatg

      901 cggcggctgc atacgcttga tccggctacc tgcccattcg accaccaagc gaaacatcgc

      961 atcgagcgag cacgtactcg gatggaagcc ggtcttgtcg atcaggatga tctggacgaa

     1021 gagcatcagg gggatccgcc accatggtga gcaagggcga ggagctgttc accggggtgg

     1081 tgcccatcct ggtcgagctg gacggcgacg taaacggcca caagttcagc gtgtccggcg



     1141 agggcgaggg cgatgccacc tacggcaagc tgaccctgaa gttcatctgc accaccggca

     1201 agctgcccgt gccctggccc accctcgtga ccaccctgac ctggggcgtg cagtgcttcg

     1261 cccgctaccc cgaccacatg aagcagcacg acttcttcaa gtccgccatg cccgaaggct

     1321 acgtccagga gcgcaccatc ttcttcaagg acgacggcaa ctacaagacc cgcgccgagg

     1381 taagtgtgct cgcttcggca gcacatatac tatgttgaat gaggcttcac catttgttct

     1441 ggtagagaat cttgcatttg aattcgcggg actctggggt tcgaaatgac cgaccaagcg

     1501 acgcccaacc tgccatcacg agatttcgat tccaccgccg ccttctatga aaggttgggc

     1561 ttcggaatcg ttttccggga cgccggctgg atgatcctcc agcgcgggga tctcatgctg

     1621 gagttcttcg cccaccctag ggggaggcta actgaaacac ggaaggagac aataccggaa

     1681 ggaacccgcg ctatgacggc aataaaaaga cagaataaaa cgcacggtgt tgggtcgttt

     1741 gttcataaac gcggggttcg gtcccagggc tggcactctg tcgatacccc accgagacgc

     1801 cattggggcc aatacgcccg cgtttcttcc ttttccccac cccacccccc aagttcgggt

     1861 gaaggcccag ggctcgcagc caacgtcggg gcggcaggcc ctgccatagc ctcagtgcag

     1921 ggcggccggg tacctccaag tacctcccgt accttaatat tacttactta tcatggtagc

     1981 ttgggctggc gtaatagcga agaggcccgc accgatcgcc cttcccaaca gttgcgcagc

     2041 ctgaatggcg aatggcaaat tgtaagcgtt aatattttgt taaaattcgc gttaaatttt

     2101 tgttaaatca gctcattttt taaccaatag gccgaaatcg gcaaaatccc ttataaatca

     2161 aaagaataga ccgagatagg gttgagtgtt gttccagttt ggaacaagag tccactatta

     2221 aagaacgtgg actccaacgt caaagggcga aaaaccgtct atcagggcga tggcccacta

     2281 cgtgaaccat caccctaatc aagttttttg gggtcgaggt gccgtaaagc actaaatcgg

     2341 aaccctaaag ggagcccccg atttagagct tgacggggaa agccggcgaa cgtggcgaga

     2401 aaggaaggga agaaagcgaa aggagcgggc gctagggcgc tggcaagtgt agcggtcacg

     2461 ctgcgcgtaa ccaccacacc cgccgcgctt aatgcgccgc tacagggcgc gtcaggtggc

     2521 acttttcggg gaaatgtgcg cggaacccct atttgtttat ttttctaaat acattcaaat

     2581 atgtatccgc tcatgagaca ataaccctga taaatgcttc aataatattg aaaaaggaag

     2641 agtatgagta ttcaacattt ccgtgtcgcc cttattccct tttttgcggc attttgcctt

     2701 cctgtttttg ctcacccaga aacgctggtg aaagtaaaag atgctgaaga tcagttgggt

     2761 gcacgagtgg gttacatcga actggatctc aacagcggta agatccttga gagttttcgc

     2821 cccgaagaac gttttccaat gatgagcact tttaaagttc tgctatgtgg cgcggtatta



     2881 tcccgtattg acgccgggca agagcaactc ggtcgccgca tacactattc tcagaatgac

     2941 ttggttgagt actcaccagt cacagaaaag catcttacgg atggcatgac agtaagagaa

     3001 ttatgcagtg ctgccataac catgagtgat aacactgcgg ccaacttact tctgacaacg

     3061 atcggaggac cgaaggagct aaccgctttt ttgcacaaca tgggggatca tgtaactcgc

     3121 cttgatcgtt gggaaccgga gctgaatgaa gccataccaa acgacgagcg tgacaccacg

     3181 atgcctgtag caatggcaac aacgttgcgc aaactattaa ctggcgaact acttactcta

     3241 gcttcccggc aacaattaat agactggatg gaggcggata aagttgcagg accacttctg

     3301 cgctcggccc ttccggctgg ctggtttatt gctgataaat ctggagccgg tgagcgtggg

     3361 tctcgcggta tcattgcagc actggggcca gatggtaagc cctcccgtat cgtagttatc

     3421 tacacgacgg ggagtcaggc aactatggat gaacgaaata gacagatcgc tgagataggt

     3481 gcctcactga ttaagcattg gtaactgtca gaccaagttt actcatatat actttagatt

     3541 gatttaaaac ttcattttta atttaaaagg atctaggtga agatcctttt tgataatctc

     3601 atgaccaaaa tcccttaacg tgagttttcg ttccactgag cgtcagaccc cgtagaaaag

     3661 atcaaaggat cttcttgaga tccttttttt ctgcgcgtaa tctgctgctt gcaaacaaaa

     3721 aaaccaccgc taccagcggt ggtttgtttg ccggatcaag agctaccaac tctttttccg

     3781 aaggtaactg gcttcagcag agcgcagata ccaaatactg tccttcta

//

pRZ316
LOCUS       pRZ316                  3760 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ316

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3760)

  AUTHORS   Self

  JOURNAL   Unpublished.
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     source          1..423

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     CDS             complement(426..675)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          678..1014

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     misc_signal     689..694

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             698..964

                     /gene="mK-Ex1"



                     /label=mK-Ex1

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex1"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             963..970

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             965..1014

                     /gene="ID"

                     /product="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"
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                     /gene="BD6-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1
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                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"
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                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1071..1529

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          1530..3760

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(2595..3455)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3587..3760,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcaggccctg atgctcttcg tccagatcat cctgatcgac aagaccggct tccatccgag



      481 tacgtgctcg ctcgatgcga tgtttcgctt ggtggtcgaa tgggcaggta gccggatcaa

      541 gcgtatgcag ccgccgcatt gcatcagcca tgatggatac tttctcggca ggagcaaggt

      601 gagatgacag gagatcctgc cccggcactt cgcccaatag cagccagtcc cttcccgctt

      661 cagtgacaac gtcgaggcgc gccagctcgc caccatggtg tctaagggcg aagagctgat

      721 taaggagaac atgcacatga agctgtacat ggagggcacc gtgaacaacc accacttcaa

      781 gtgcacatcc gagggcgaag gcaagcccta cgagggcacc cagaccatga gaatcaaggt

      841 ggtcgagggc ggccctctcc ccttcgcctt cgacatcctg gctaccagct tcatgtacgg

      901 cagcaaaacc ttcatcaacc acacccaggg catccccgac ttctttaagc agtccttccc

      961 tgaggtaagt gtgctcgctt cggcagcaca tatactatgt tgaatgaggc ttcatgtatg

     1021 taatagagat gtagagttag tgtggaagaa tagttcaaga ttaagaattc gcgggactct

     1081 ggggttcgaa atgaccgacc aagcgacgcc caacctgcca tcacgagatt tcgattccac

     1141 cgccgccttc tatgaaaggt tgggcttcgg aatcgttttc cgggacgccg gctggatgat

     1201 cctccagcgc ggggatctca tgctggagtt cttcgcccac cctaggggga ggctaactga

     1261 aacacggaag gagacaatac cggaaggaac ccgcgctatg acggcaataa aaagacagaa

     1321 taaaacgcac ggtgttgggt cgtttgttca taaacgcggg gttcggtccc agggctggca

     1381 ctctgtcgat accccaccga gacgccattg gggccaatac gcccgcgttt cttccttttc

     1441 cccaccccac cccccaagtt cgggtgaagg cccagggctc gcagccaacg tcggggcggc

     1501 aggccctgcc atagcctcag gtatgtcgac cgatgccctt gagagccttc aacccagtca

     1561 gctccttccg gtgggcgcgg ggcatgacta tcgtcgccgc acttatgact gtcttcttta

     1621 tcatgcaact cgtaggacag gtgccggcag cgctcttccg cttcctcgct cactgactcg

     1681 ctgcgctcgg tcgttcggct gcggcgagcg gtatcagctc actcaaaggc ggtaatacgg

     1741 ttatccacag aatcagggga taacgcagga aagaacatgt gagcaaaagg ccagcaaaag

     1801 gccaggaacc gtaaaaaggc cgcgttgctg gcgtttttcc ataggctccg cccccctgac

     1861 gagcatcaca aaaatcgacg ctcaagtcag aggtggcgaa acccgacagg actataaaga

     1921 taccaggcgt ttccccctgg aagctccctc gtgcgctctc ctgttccgac cctgccgctt

     1981 accggatacc tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca atgctcacgc

     2041 tgtaggtatc tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt gcacgaaccc

     2101 cccgttcagc ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc caacccggta

     2161 agacacgact tatcgccact ggcagcagcc actggtaaca ggattagcag agcgaggtat



     2221 gtaggcggtg ctacagagtt cttgaagtgg tggcctaact acggctacac tagaaggaca

     2281 gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt tggtagctct

     2341 tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa gcagcagatt

     2401 acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg gtctgacgct

     2461 cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa aaggatcttc

     2521 acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat atatgagtaa

     2581 acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc gatctgtcta

     2641 tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat acgggagggc

     2701 ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc ggctccagat

     2761 ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc tgcaacttta

     2821 tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag ttcgccagtt

     2881 aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg ctcgtcgttt

     2941 ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg atcccccatg

     3001 ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag taagttggcc

     3061 gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt catgccatcc

     3121 gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga atagtgtatg

     3181 cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc acatagcaga

     3241 actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc aaggatctta

     3301 ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc ttcagcatct

     3361 tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc cgcaaaaaag

     3421 ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca atattattga

     3481 agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat

     3541 aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc gccctgtagc

     3601 ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac acttgccagc

     3661 gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt cgccggcttt

     3721 ccccgtcaag ctctaaatcg ggggctccct ttagggttcc

//



pRZ317
LOCUS       pRZ317                  3973 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ317

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3973)

  AUTHORS   Self

  JOURNAL   Unpublished.
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COMMENT     SECNOTES|

FEATURES             Location/Qualifiers

     source          1..415

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     source          410..415

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color''"

                     /SECDescr="color: #ffffff"

     CDS             complement(418..667)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter



                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    682..731

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD6-AS"

                     /SECDescr="color: #3366ff"

     source          682..731

                     /organism="synthetic DNA construct"
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                     /SECDrawAs="Info only"
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                     /SECStyleId=1
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     source          732..1267

                     /organism="synthetic DNA construct"



                     /mol_type="other DNA"

                     /SECDrawAs="Info only"
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     CDS             744..772

                     /gene="Canonical V1"
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                     /SECStyleId=1

     misc_feature    773..774
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                     /SECDrawAs="Gene"
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                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site
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                     /SECDrawAs="Gene"
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                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             775..1218

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG



                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"

     misc_feature    1223..1278

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"
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                     /SECDescr="color: #ffff00"
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                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             1279..1728

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"



                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(2808..3668)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3800..3973,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication



                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggccc

      421 tgatgctctt cgtccagatc atcctgatcg acaagaccgg cttccatccg agtacgtgct

      481 cgctcgatgc gatgtttcgc ttggtggtcg aatgggcagg tagccggatc aagcgtatgc

      541 agccgccgca ttgcatcagc catgatggat actttctcgg caggagcaag gtgagatgac

      601 aggagatcct gccccggcac ttcgcccaat agcagccagt cccttcccgc ttcagtgaca

      661 acgtcgaggc gcgccgaatt cttaatcttg aactattctt ccacactaac tcatcatctc

      721 tattacatac acggggatgg gggtactaac ttcgagtctt cttttttttt ttagggcttc

      781 acatgggaga gagtcaccac atacgaagac gggggcgtgc tgaccgctac ccaggacacc

      841 agcctccagg acggctgcct catctacaac gtcaagatca gaggggtgaa cttcccatcc

      901 aacggccctg tgatgcagaa gaaaacactc ggctgggagg cctccaccga gatgctgtac

      961 cccgctgacg gcggcctgga aggcagaagc gacatggccc tgaagctcgt gggcgggggc

     1021 cacctgatct gcaacttgaa gaccacatac agatccaaga aacccgctaa gaacctcaag

     1081 atgcccggcg tctactatgt ggacagaaga ctggaaagaa tcaaggaggc cgacaaagag



     1141 acctacgtcg agcagcacga ggtggctgtg gccagatact gcgacctccc tagcaaactg

     1201 gggcacaaac ttaattgata aaggtcgtca gactgatggg ccctattcgg atattgagat

     1261 gaggatccaa gcttgtaagc gggactctag ggttcgaaat gaccgaccaa gcgacgccca

     1321 acctgccatc acgagatttc gattccaccg ccgccttcta tgaaaggttg ggcttcggaa

     1381 tcgttttccg ggacgccggc tggatgatcc tccagcgcgg ggatctcatg ctggagttct

     1441 tcgcccaccc tagggggagg ctaactgaaa cacggaagga gacaataccg gaaggaaccc

     1501 gcgctatgac ggcaataaaa agacagaata aaacgcacgg tgttgggtcg tttgttcata

     1561 aacgcggggt tcggtcccag ggctggcact ctgtcgatac cccaccgaga cgccattggg

     1621 gccaatacgc ccgcgtttct tccttttccc caccccaccc cccaagttcg ggtgaaggcc

     1681 cagggctcgc agccaacgtc ggggcggcag gccctgccat agcctcagct cgagtatgtc

     1741 gaccgatgcc cttgagagcc ttcaacccag tcagctcctt ccggtgggcg cggggcatga

     1801 ctatcgtcgc cgcacttatg actgtcttct ttatcatgca actcgtagga caggtgccgg

     1861 cagcgctctt ccgcttcctc gctcactgac tcgctgcgct cggtcgttcg gctgcggcga

     1921 gcggtatcag ctcactcaaa ggcggtaata cggttatcca cagaatcagg ggataacgca

     1981 ggaaagaaca tgtgagcaaa aggccagcaa aaggccagga accgtaaaaa ggccgcgttg

     2041 ctggcgtttt tccataggct ccgcccccct gacgagcatc acaaaaatcg acgctcaagt

     2101 cagaggtggc gaaacccgac aggactataa agataccagg cgtttccccc tggaagctcc

     2161 ctcgtgcgct ctcctgttcc gaccctgccg cttaccggat acctgtccgc ctttctccct

     2221 tcgggaagcg tggcgctttc tcaatgctca cgctgtaggt atctcagttc ggtgtaggtc

     2281 gttcgctcca agctgggctg tgtgcacgaa ccccccgttc agcccgaccg ctgcgcctta

     2341 tccggtaact atcgtcttga gtccaacccg gtaagacacg acttatcgcc actggcagca

     2401 gccactggta acaggattag cagagcgagg tatgtaggcg gtgctacaga gttcttgaag

     2461 tggtggccta actacggcta cactagaagg acagtatttg gtatctgcgc tctgctgaag

     2521 ccagttacct tcggaaaaag agttggtagc tcttgatccg gcaaacaaac caccgctggt

     2581 agcggtggtt tttttgtttg caagcagcag attacgcgca gaaaaaaagg atctcaagaa

     2641 gatcctttga tcttttctac ggggtctgac gctcagtgga acgaaaactc acgttaaggg

     2701 attttggtca tgagattatc aaaaaggatc ttcacctaga tccttttaaa ttaaaaatga

     2761 agttttaaat caatctaaag tatatatgag taaacttggt ctgacagtta ccaatgctta

     2821 atcagtgagg cacctatctc agcgatctgt ctatttcgtt catccatagt tgcctgactc



     2881 cccgtcgtgt agataactac gatacgggag ggcttaccat ctggccccag tgctgcaatg

     2941 ataccgcgag acccacgctc accggctcca gatttatcag caataaacca gccagccgga

     3001 agggccgagc gcagaagtgg tcctgcaact ttatccgcct ccatccagtc tattaattgt

     3061 tgccgggaag ctagagtaag tagttcgcca gttaatagtt tgcgcaacgt tgttgccatt

     3121 gctacaggca tcgtggtgtc acgctcgtcg tttggtatgg cttcattcag ctccggttcc

     3181 caacgatcaa ggcgagttac atgatccccc atgttgtgca aaaaagcggt tagctccttc

     3241 ggtcctccga tcgttgtcag aagtaagttg gccgcagtgt tatcactcat ggttatggca

     3301 gcactgcata attctcttac tgtcatgcca tccgtaagat gcttttctgt gactggtgag

     3361 tactcaacca agtcattctg agaatagtgt atgcggcgac cgagttgctc ttgcccggcg

     3421 tcaatacggg ataataccgc gccacatagc agaactttaa aagtgctcat cattggaaaa

     3481 cgttcttcgg ggcgaaaact ctcaaggatc ttaccgctgt tgagatccag ttcgatgtaa

     3541 cccactcgtg cacccaactg atcttcagca tcttttactt tcaccagcgt ttctgggtga

     3601 gcaaaaacag gaaggcaaaa tgccgcaaaa aagggaataa gggcgacacg gaaatgttga

     3661 atactcatac tcttcctttt tcaatattat tgaagcattt atcagggtta ttgtctcatg

     3721 agcggataca tatttgaatg tatttagaaa aataaacaaa taggggttcc gcgcacattt

     3781 ccccgaaaag tgccacctga cgcgccctgt agcggcgcat taagcgcggc gggtgtggtg

     3841 gttacgcgca gcgtgaccgc tacacttgcc agcgccctag cgcccgctcc tttcgctttc

     3901 ttcccttcct ttctcgccac gttcgccggc tttccccgtc aagctctaaa tcgggggctc

     3961 cctttagggt tcc

//

pRZ393
LOCUS       pRZ393                  4770 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ393

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.



REFERENCE   1  (bases 1 to 4770)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..409

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''''"

     CDS             440..714

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    716..751

                     /gene="CMVp-TATA"

                     /SECDrawAs="Region"

                     /SECStyleId=1

     CDS             752..800

                     /gene="5' UTR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     813..818

                     /created_by="User"

                     /label="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="KOZAK"

     primer_bind     822..837

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"

                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            822..1088

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     822..1088

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(1064..1088)



                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     1072..1097

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     1074..1098



                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     1086..1105

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     1087..1094

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"



     misc_feature    1089..1094

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             1089..1476

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     1095..1111

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    1095..1443

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4"



     primer_bind     1126..1150

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    1216..1324

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop"

     misc_feature    1216..1324

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     misc_feature    1240..1261

                     /created_by="User"

                     /label="FF4 s"

                     /SECDrawAs="Info only"

                     /SECName="FF4 s"



     misc_feature    1240..1261

                     /gene="FF4 s"

                     /label="FF4 s misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mirRS2-BS"

     misc_feature    complement(1281..1302)

                     /created_by="User"

                     /label="FF4 as"

                     /SECDrawAs="Info only"

                     /SECName="FF4 as"

     misc_feature    complement(1281..1302)

                     /gene="FF4 as"

                     /label="FF4 as misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miRS2"

     misc_feature    complement(1429..1456)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"



                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    1438..1443

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    1444..1451

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(1444..1451)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     1444..1451

                     /label="BranchPoint"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    1451

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    1452..1456

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    1457..1472

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    1457..1472

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    1473..1476

                     /ApEinfo_fwdcolor="#ffff00"



                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(1473..1476)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     1473..1476

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     misc_feature    1477..1478

                     /label=Acc SS

                     /note="color: #008000"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="Acc SS"

                     /SECDescr="color: #008000"

     source          1477..1926

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'''source'"

     CDS             1479..1480

                     /gene="3' Acceptor\Site"

                     /label=3' Acceptor\Site

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             1479..1922

                     /gene="mK-Ex2"

                     /label=mK-Ex2

                     /note="color: #cc0000"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK-Ex2"

                     /SECDescr="color: #cc0000"



     CDS             1926..1960

                     /gene="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1967..1994

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1995..2022

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2023..2050

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          2081..2251

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     CDS             2081..2530

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGLWGSK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2252..2539

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     source          2540..4770

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(3605..4465)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4597..4770,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacg cgtacagcag

      421 agatccagtt tggttaatgg gcgcgcctcg acgttgtcac tgaagcggga agggactggc



      481 tgctattggg cgaagtgccg gggcaggatc tcctgtcatc tcaccttgct cctgccgaga

      541 aagtatccat catggctgat gcaatgcggc ggctgcatac gcttgatccg gctacctgcc

      601 cattcgacca ccaagcgaaa catcgcatcg agcgagcacg tactcggatg gaagccggtc

      661 ttgtcgatca ggatgatctg gacgaagagc atcagggcct gcaggagacg ctagcaggcg

      721 tgtacggtgg gaggtctata taagcagcgc gtgcgatcta agtaagcttg gcattccggt

      781 actgttggta aaccagctcg gcgcgccagc tcgccaccat ggtgtctaag ggcgaagagc

      841 tgattaagga gaacatgcac atgaagctgt acatggaggg caccgtgaac aaccaccact

      901 tcaagtgcac atccgagggc gaaggcaagc cctacgaggg cacccagacc atgagaatca

      961 aggtggtcga gggcggccct ctccccttcg ccttcgacat cctggctacc agcttcatgt

     1021 acggcagcaa aaccttcatc aaccacaccc agggcatccc cgacttcttt aagcagtcct

     1081 tccctgaggt aagtgtgctc gcttcggcag cacatatact atgttgaatg aggcttcagt

     1141 actttacaga atcgttgcct gcacatcttg gaaacacttg ctgggattac ttcttcaggt

     1201 taacccaaca gaaggctcga gtgctgttga cagtgagcgc cgtctcgttt atgagtagaa

     1261 atagtgaagc cacagatgta tttctactca taaacgagac ggtgcctact gcctcggaga

     1321 attcaagggg ctactttagg agcaattatc ttgtttacta aaactgaata ccttgctatc

     1381 tctttgatac atttttacaa agctgaatta aaatggtata aattaaatca cttttttcaa

     1441 ttgtactaac ttcgagtctt cttttttttt ttcacaaggg cttcacatgg gagagagtca

     1501 ccacatacga agacgggggc gtgctgaccg ctacccagga caccagcctc caggacggct

     1561 gcctcatcta caacgtcaag atcagagggg tgaacttccc atccaacggc cctgtgatgc

     1621 agaagaaaac actcggctgg gaggcctcca ccgagatgct gtaccccgct gacggcggcc

     1681 tggaaggcag aagcgacatg gccctgaagc tcgtgggcgg gggccacctg atctgcaact

     1741 tgaagaccac atacagatcc aagaaacccg ctaagaacct caagatgccc ggcgtctact

     1801 atgtggacag aagactggaa agaatcaagg aggccgacaa agagacctac gtcgagcagc

     1861 acgaggtggc tgtggccaga tactgcgacc tccctagcaa actgggacac aaacttaatt

     1921 gataaacata ggatggcaag atcctggtat cggtctgcga accggtgcac ccgctcgttt

     1981 atgtgttcta atacgcaccc gctcgtttat gtgttctaat acgcacccgc tcgtttatgt

     2041 gttctaatac ggatccttgc agtcccgggt aaccggtaac gcgggactct ggggttcgaa

     2101 atgaccgacc aagcgacgcc caacctgcca tcacgagatt tcgattccac cgccgccttc

     2161 tatgaaaggt tgggcttcgg aatcgttttc cgggacgccg gctggatgat cctccagcgc



     2221 ggggatctca tgctggagtt cttcgcccac cctaggggga ggctaactga aacacggaag

     2281 gagacaatac cggaaggaac ccgcgctatg acggcaataa aaagacagaa taaaacgcac

     2341 ggtgttgggt cgtttgttca taaacgcggg gttcggtccc agggctggca ctctgtcgat

     2401 accccaccga gacgccattg gggccaatac gcccgcgttt cttccttttc cccaccccac

     2461 cccccaagtt cgggtgaagg cccagggctc gcagccaacg tcggggcggc aggccctgcc

     2521 atagcctcag gtatgtcgac cgatgccctt gagagccttc aacccagtca gctccttccg

     2581 gtgggcgcgg ggcatgacta tcgtcgccgc acttatgact gtcttcttta tcatgcaact

     2641 cgtaggacag gtgccggcag cgctcttccg cttcctcgct cactgactcg ctgcgctcgg

     2701 tcgttcggct gcggcgagcg gtatcagctc actcaaaggc ggtaatacgg ttatccacag

     2761 aatcagggga taacgcagga aagaacatgt gagcaaaagg ccagcaaaag gccaggaacc

     2821 gtaaaaaggc cgcgttgctg gcgtttttcc ataggctccg cccccctgac gagcatcaca

     2881 aaaatcgacg ctcaagtcag aggtggcgaa acccgacagg actataaaga taccaggcgt

     2941 ttccccctgg aagctccctc gtgcgctctc ctgttccgac cctgccgctt accggatacc

     3001 tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca atgctcacgc tgtaggtatc

     3061 tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt gcacgaaccc cccgttcagc

     3121 ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc caacccggta agacacgact

     3181 tatcgccact ggcagcagcc actggtaaca ggattagcag agcgaggtat gtaggcggtg

     3241 ctacagagtt cttgaagtgg tggcctaact acggctacac tagaaggaca gtatttggta

     3301 tctgcgctct gctgaagcca gttaccttcg gaaaaagagt tggtagctct tgatccggca

     3361 aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa gcagcagatt acgcgcagaa

     3421 aaaaaggatc tcaagaagat cctttgatct tttctacggg gtctgacgct cagtggaacg

     3481 aaaactcacg ttaagggatt ttggtcatga gattatcaaa aaggatcttc acctagatcc

     3541 ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat atatgagtaa acttggtctg

     3601 acagttacca atgcttaatc agtgaggcac ctatctcagc gatctgtcta tttcgttcat

     3661 ccatagttgc ctgactcccc gtcgtgtaga taactacgat acgggagggc ttaccatctg

     3721 gccccagtgc tgcaatgata ccgcgagacc cacgctcacc ggctccagat ttatcagcaa

     3781 taaaccagcc agccggaagg gccgagcgca gaagtggtcc tgcaacttta tccgcctcca

     3841 tccagtctat taattgttgc cgggaagcta gagtaagtag ttcgccagtt aatagtttgc

     3901 gcaacgttgt tgccattgct acaggcatcg tggtgtcacg ctcgtcgttt ggtatggctt



     3961 cattcagctc cggttcccaa cgatcaaggc gagttacatg atcccccatg ttgtgcaaaa

     4021 aagcggttag ctccttcggt cctccgatcg ttgtcagaag taagttggcc gcagtgttat

     4081 cactcatggt tatggcagca ctgcataatt ctcttactgt catgccatcc gtaagatgct

     4141 tttctgtgac tggtgagtac tcaaccaagt cattctgaga atagtgtatg cggcgaccga

     4201 gttgctcttg cccggcgtca atacgggata ataccgcgcc acatagcaga actttaaaag

     4261 tgctcatcat tggaaaacgt tcttcggggc gaaaactctc aaggatctta ccgctgttga

     4321 gatccagttc gatgtaaccc actcgtgcac ccaactgatc ttcagcatct tttactttca

     4381 ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc cgcaaaaaag ggaataaggg

     4441 cgacacggaa atgttgaata ctcatactct tcctttttca atattattga agcatttatc

     4501 agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat aaacaaatag

     4561 gggttccgcg cacatttccc cgaaaagtgc cacctgacgc gccctgtagc ggcgcattaa

     4621 gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac acttgccagc gccctagcgc

     4681 ccgctccttt cgctttcttc ccttcctttc tcgccacgtt cgccggcttt ccccgtcaag

     4741 ctctaaatcg ggggctccct ttagggttcc

//
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DEFINITION
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     rep_origin      294..749

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          468..876

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''''"

     CDS             907..1161

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1162..1202

                     /gene="5' UTR"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_signal     1216..1221

                     /created_by="User"



                     /label="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

     primer_bind     1225..1240

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="54.93"

                     /Hairpin="6.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CCATGGTGTCTAAGGGCGAAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-FW"

                     /SECDrawAs="Info only"

                     /SECName="'pLW102-mkEI-FW"

     gene            1225..1491

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon1"

     misc_signal     1225..1491

                     /label="mKate-Exon1"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="mK2-Ex1"

     misc_feature    complement(1467..1491)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     1475..1500

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"



                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     1477..1501

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     1489..1508

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     1490..1497

                     /label="5' donor"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"

     misc_feature    1492..1497

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             1492..1902

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     1498..1514

                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    1498..1619

                     /created_by="User"



                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4'"

     primer_bind     1529..1553

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    1619

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop'"

     misc_feature    1620..1749

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="'miR-loop"

     misc_feature    1620..1868

                     /created_by="User"

                     /label="miR-FF4"



                     /SECDrawAs="Info only"

                     /SECName="''miR-FF4"

     misc_feature    1625..1743

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop"

     CDS             1652..1673

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1693..1714

                     /gene="miRS1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    complement(1854..1881)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"



                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    1863..1868

                     /Recognition_pattern="C^AATTG"

                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    1869..1876

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(1869..1876)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     1869..1876

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="BP"

     misc_feature    1876

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"

                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    1877..1881

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    1882..1897

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    1882..1897

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    1898..1902

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"



                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_signal     1898..1902

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     misc_feature    complement(1898..1916)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     gene            1903..2343

                     /ApEinfo_label="mKate"

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"



                     /label="mKate-Exon2"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon2"

     misc_signal     1903..2343

                     /label="mKate-Exon2"

                     
/translation="GFTWERVTTYEDGGVLTATQDTSLQDGCLIYNVKIRGVNFPSNG

                     
PVMQKKTLGWEASTEMLYPADGGLEGRSDMALKLVGGGHLICNLKTTYRSK
KPAKNLK

                     
MPGVYYVDRRLERIKEADKETYVEQHEVAVARYCDLPSKLGHKLN"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

     CDS             2353..2456

                     /gene="PEST"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    2483..2516

                     /created_by="User"

                     /label="50pb_rnd1"

                     /codon_start=1

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="linker"

     CDS             2517..2538

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             2539..2560

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2561..2582

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2583..2604

                     /gene="miRS2-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    2611..2633

                     /created_by="User"

                     /label="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="linker"

     source          2635..2809

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             2635..3084

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGLWGSK"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2810..3093

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     source          join(3094..4857,1..467)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(join(4159..4857,1..162))

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"



                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

ORIGIN

        1 gatcttaccg ctgttgagat ccagttcgat gtaacccact cgtgcaccca actgatcttc

       61 agcatctttt actttcacca gcgtttctgg gtgagcaaaa acaggaaggc aaaatgccgc

      121 aaaaaaggga ataagggcga cacggaaatg ttgaatactc atactcttcc tttttcaata

      181 ttattgaagc atttatcagg gttattgtct catgagcgga tacatatttg aatgtattta

      241 gaaaaataaa caaatagggg ttccgcgcac atttccccga aaagtgccac ctgacgcgcc



      301 ctgtagcggc gcattaagcg cggcgggtgt ggtggttacg cgcagcgtga ccgctacact

      361 tgccagcgcc ctagcgcccg ctcctttcgc tttcttccct tcctttctcg ccacgttcgc

      421 cggctttccc cgtcaagctc taaatcgggg gctcccttta gggttccgat ttagtgcttt

      481 acggcacctc gaccccaaaa aacttgatta gggtgatggt tcacgtagtg ggccatcgcc

      541 ctgatagacg gtttttcgcc ctttgacgtt ggagtccacg ttctttaata gtggactctt

      601 gttccaaact ggaacaacac tcaaccctat ctcggtctat tcttttgatt tataagggat

      661 tttgccgatt tcggcctatt ggttaaaaaa tgagctgatt taacaaaaat ttaacgcgaa

      721 ttttaacaaa atattaacgc ttacaatttg ccattcgcca ttcaggctgc gcaactgttg

      781 ggaagggcga tcggtgcggg cctcttcgct attacgccag cccaagctac catgataagt

      841 aagtaatatt aaggtacggg aggtacttgg aggtacgcgt acagcagaga tccagtttgg

      901 ttaatgggcg cgcctcgacg ttgtcactga agcgggaagg gactggctgc tattgggcga

      961 agtgccgggg caggatctcc tgtcatctca ccttgctcct gccgagaaag tatccatcat

     1021 ggctgatgca atgcggcggc tgcatacgct tgatccggct acctgcccat tcgaccacca

     1081 agcgaaacat cgcatcgagc gagcacgtac tcggatggaa gccggtcttg tcgatcagga

     1141 tgatctggac gaagagcatc atgcgatcta agtaagcttg gcattccggt actgttggta

     1201 aaccagctcc agctcgccac catggtgtct aagggcgaag agctgattaa ggagaacatg

     1261 cacatgaagc tgtacatgga gggcaccgtg aacaaccacc acttcaagtg cacatccgag

     1321 ggcgaaggca agccctacga gggcacccag accatgagaa tcaaggtggt cgagggcggc

     1381 cctctcccct tcgccttcga catcctggct accagcttca tgtacggcag caaaaccttc

     1441 atcaaccaca cccagggcat ccccgacttc tttaagcagt ccttccctga ggtaagtgtg

     1501 ctcgcttcgg cagcacatat actatgttga atgaggcttc agtactttac agaatcgttg

     1561 cctgcacatc ttggaaacac ttgctgggat tacttcttca ggttaaccca acagaaggct

     1621 cgagaaggta tattgctgtt gacagtgagc gcccgctcgt ttatgtgttc taatagtgaa

     1681 gccacagatg tattagaaca cataaacgag cgggtgccta ctgcctcgga cttcaagggg

     1741 ctagaattca aggggctact ttaggagcaa ttatcttgtt tactaaaact gaataccttg

     1801 ctatctcttt gatacatttt tacaaagctg aattaaaatg gtataaatta aatcactttt

     1861 ttcaattgta ctaacttcga gtcttctttt tttttttcac agggcttcac atgggagaga

     1921 gtcaccacat acgaagacgg gggcgtgctg accgctaccc aggacaccag cctccaggac

     1981 ggctgcctca tctacaacgt caagatcaga ggggtgaact tcccatccaa cggccctgtg



     2041 atgcagaaga aaacactcgg ctgggaggcc tccaccgaga tgctataccc cgctgacggc

     2101 ggcctggaag gcagaagcga catggccctg aagctcgtgg gcgggggcca cctgatctgc

     2161 aacttgaaga ccacatacag atccaagaaa cccgctaaga acctcaagat gcccggcgtc

     2221 tactatgtgg acagaagact ggaaagaatc aaggaggccg acaaagagac ctacgtcgag

     2281 cagcacgagg tggctgtggc cagatactgc gacctcccta gcaaactggg gcacaaactt

     2341 aatttaatta agagccatgg cttcccgccg gcggtggcgg cgcaggatga tggcacgctg

     2401 cccatgtctt gtgcccagga gagcgggatg gaccgtcacc ctgcagcctg tgcttctgct

     2461 aggatcaatg tgtaggctag cacataggat ggcaagatcc tggtatcggt ctgcgaccgt

     2521 ctcgtttatg agtagaaacc gtctcgttta tgagtagaaa ccgtctcgtt tatgagtaga

     2581 aaccgtctcg tttatgagta gaaactcgag cctctggcca catcggttcc tgccgcggga

     2641 ctctggggtt cgaaatgacc gaccaagcga cgcccaacct gccatcacga gatttcgatt

     2701 ccaccgccgc cttctatgaa aggttgggct tcggaatcgt tttccgggac gccggctgga

     2761 tgatcctcca gcgcggggat ctcatgctgg agttcttcgc ccaccctagg gggaggctaa

     2821 ctgaaacacg gaaggagaca ataccggaag gaacccgcgc tatgacggca ataaaaagac

     2881 agaataaaac gcacggtgtt gggtcgtttg ttcataaacg cggggttcgg tcccagggct

     2941 ggcactctgt cgatacccca ccgagacgcc attggggcca atacgcccgc gtttcttcct

     3001 tttccccacc ccacccccca agttcgggtg aaggcccagg gctcgcagcc aacgtcgggg

     3061 cggcaggccc tgccatagcc tcaggtatgt cgaccgatgc ccttgagagc cttcaaccca

     3121 gtcagctcct tccggtgggc gcggggcatg actatcgtcg ccgcacttat gactgtcttc

     3181 tttatcatgc aactcgtagg acaggtgccg gcagcgctct tccgcttcct cgctcactga

     3241 ctcgctgcgc tcggtcgttc ggctgcggcg agcggtatca gctcactcaa aggcggtaat

     3301 acggttatcc acagaatcag gggataacgc aggaaagaac atgtgagcaa aaggccagca

     3361 aaaggccagg aaccgtaaaa aggccgcgtt gctggcgttt ttccataggc tccgcccccc

     3421 tgacgagcat cacaaaaatc gacgctcaag tcagaggtgg cgaaacccga caggactata

     3481 aagataccag gcgtttcccc ctggaagctc cctcgtgcgc tctcctgttc cgaccctgcc

     3541 gcttaccgga tacctgtccg cctttctccc ttcgggaagc gtggcgcttt ctcaatgctc

     3601 acgctgtagg tatctcagtt cggtgtaggt cgttcgctcc aagctgggct gtgtgcacga

     3661 accccccgtt cagcccgacc gctgcgcctt atccggtaac tatcgtcttg agtccaaccc

     3721 ggtaagacac gacttatcgc cactggcagc agccactggt aacaggatta gcagagcgag



     3781 gtatgtaggc ggtgctacag agttcttgaa gtggtggcct aactacggct acactagaag

     3841 gacagtattt ggtatctgcg ctctgctgaa gccagttacc ttcggaaaaa gagttggtag

     3901 ctcttgatcc ggcaaacaaa ccaccgctgg tagcggtggt ttttttgttt gcaagcagca

     3961 gattacgcgc agaaaaaaag gatctcaaga agatcctttg atcttttcta cggggtctga

     4021 cgctcagtgg aacgaaaact cacgttaagg gattttggtc atgagattat caaaaaggat

     4081 cttcacctag atccttttaa attaaaaatg aagttttaaa tcaatctaaa gtatatatga

     4141 gtaaacttgg tctgacagtt accaatgctt aatcagtgag gcacctatct cagcgatctg

     4201 tctatttcgt tcatccatag ttgcctgact ccccgtcgtg tagataacta cgatacggga

     4261 gggcttacca tctggcccca gtgctgcaat gataccgcga gacccacgct caccggctcc

     4321 agatttatca gcaataaacc agccagccgg aagggccgag cgcagaagtg gtcctgcaac

     4381 tttatccgcc tccatccagt ctattaattg ttgccgggaa gctagagtaa gtagttcgcc

     4441 agttaatagt ttgcgcaacg ttgttgccat tgctacaggc atcgtggtgt cacgctcgtc

     4501 gtttggtatg gcttcattca gctccggttc ccaacgatca aggcgagtta catgatcccc

     4561 catgttgtgc aaaaaagcgg ttagctcctt cggtcctccg atcgttgtca gaagtaagtt

     4621 ggccgcagtg ttatcactca tggttatggc agcactgcat aattctctta ctgtcatgcc

     4681 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

     4741 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag

     4801 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaag

//

pRZ413
LOCUS       pRZ413                  3628 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ413

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3628)



  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..423

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''"

     CDS             complement(426..675)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          678..882

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             689..697

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             697..831

                     /gene="GAL-BD-EX1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     CDS             833..882

                     /gene="miR1 version Mv3 Intron"

                     /label=miR1 version Mv3 Intron

                     /note="color: #cc0000; direction: RIGHT"

                     /codon_start=3

                     /translation="SCARFGSTYTMLNEAS"

                     /codon_start=3

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     CDS             883..932

                     /gene="BD6-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             939..1388

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          939..1397

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"



     source          1398..3628

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(2463..3323)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 



AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3455..3628,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcaggccctg atgctcttcg tccagatcat cctgatcgac aagaccggct tccatccgag

      481 tacgtgctcg ctcgatgcga tgtttcgctt ggtggtcgaa tgggcaggta gccggatcaa

      541 gcgtatgcag ccgccgcatt gcatcagcca tgatggatac tttctcggca ggagcaaggt

      601 gagatgacag gagatcctgc cccggcactt cgcccaatag cagccagtcc cttcccgctt

      661 cagtgacaac gtcgaggcgc gccagctcgc caccatgaag ctactgtctt ctatcgaaca

      721 agcatgcgat atttgccgac ttaaaaagct caagtgctcc aaagaaaaac cgaagtgcgc

      781 caagtgtctg aagaacaact gggagtgtcg ctactctccc aaaaccaaaa ggtaagttgt

      841 gctcgcttcg gcagcacata tactatgttg aatgaggctt catgtatgta atagagatgt



      901 agagttagtg tggaagaata gttcaagatt aagaattcgc gggactctgg ggttcgaaat

      961 gaccgaccaa gcgacgccca acctgccatc acgagatttc gattccaccg ccgccttcta

     1021 tgaaaggttg ggcttcggaa tcgttttccg ggacgccggc tggatgatcc tccagcgcgg

     1081 ggatctcatg ctggagttct tcgcccaccc tagggggagg ctaactgaaa cacggaagga

     1141 gacaataccg gaaggaaccc gcgctatgac ggcaataaaa agacagaata aaacgcacgg

     1201 tgttgggtcg tttgttcata aacgcggggt tcggtcccag ggctggcact ctgtcgatac

     1261 cccaccgaga cgccattggg gccaatacgc ccgcgtttct tccttttccc caccccaccc

     1321 cccaagttcg ggtgaaggcc cagggctcgc agccaacgtc ggggcggcag gccctgccat

     1381 agcctcaggt atgtcgaccg atgcccttga gagccttcaa cccagtcagc tccttccggt

     1441 gggcgcgggg catgactatc gtcgccgcac ttatgactgt cttctttatc atgcaactcg

     1501 taggacaggt gccggcagcg ctcttccgct tcctcgctca ctgactcgct gcgctcggtc

     1561 gttcggctgc ggcgagcggt atcagctcac tcaaaggcgg taatacggtt atccacagaa

     1621 tcaggggata acgcaggaaa gaacatgtga gcaaaaggcc agcaaaaggc caggaaccgt

     1681 aaaaaggccg cgttgctggc gtttttccat aggctccgcc cccctgacga gcatcacaaa

     1741 aatcgacgct caagtcagag gtggcgaaac ccgacaggac tataaagata ccaggcgttt

     1801 ccccctggaa gctccctcgt gcgctctcct gttccgaccc tgccgcttac cggatacctg

     1861 tccgcctttc tcccttcggg aagcgtggcg ctttctcaat gctcacgctg taggtatctc

     1921 agttcggtgt aggtcgttcg ctccaagctg ggctgtgtgc acgaaccccc cgttcagccc

     1981 gaccgctgcg ccttatccgg taactatcgt cttgagtcca acccggtaag acacgactta

     2041 tcgccactgg cagcagccac tggtaacagg attagcagag cgaggtatgt aggcggtgct

     2101 acagagttct tgaagtggtg gcctaactac ggctacacta gaaggacagt atttggtatc

     2161 tgcgctctgc tgaagccagt taccttcgga aaaagagttg gtagctcttg atccggcaaa

     2221 caaaccaccg ctggtagcgg tggttttttt gtttgcaagc agcagattac gcgcagaaaa

     2281 aaaggatctc aagaagatcc tttgatcttt tctacggggt ctgacgctca gtggaacgaa

     2341 aactcacgtt aagggatttt ggtcatgaga ttatcaaaaa ggatcttcac ctagatcctt

     2401 ttaaattaaa aatgaagttt taaatcaatc taaagtatat atgagtaaac ttggtctgac

     2461 agttaccaat gcttaatcag tgaggcacct atctcagcga tctgtctatt tcgttcatcc

     2521 atagttgcct gactccccgt cgtgtagata actacgatac gggagggctt accatctggc

     2581 cccagtgctg caatgatacc gcgagaccca cgctcaccgg ctccagattt atcagcaata



     2641 aaccagccag ccggaagggc cgagcgcaga agtggtcctg caactttatc cgcctccatc

     2701 cagtctatta attgttgccg ggaagctaga gtaagtagtt cgccagttaa tagtttgcgc

     2761 aacgttgttg ccattgctac aggcatcgtg gtgtcacgct cgtcgtttgg tatggcttca

     2821 ttcagctccg gttcccaacg atcaaggcga gttacatgat cccccatgtt gtgcaaaaaa

     2881 gcggttagct ccttcggtcc tccgatcgtt gtcagaagta agttggccgc agtgttatca

     2941 ctcatggtta tggcagcact gcataattct cttactgtca tgccatccgt aagatgcttt

     3001 tctgtgactg gtgagtactc aaccaagtca ttctgagaat agtgtatgcg gcgaccgagt

     3061 tgctcttgcc cggcgtcaat acgggataat accgcgccac atagcagaac tttaaaagtg

     3121 ctcatcattg gaaaacgttc ttcggggcga aaactctcaa ggatcttacc gctgttgaga

     3181 tccagttcga tgtaacccac tcgtgcaccc aactgatctt cagcatcttt tactttcacc

     3241 agcgtttctg ggtgagcaaa aacaggaagg caaaatgccg caaaaaaggg aataagggcg

     3301 acacggaaat gttgaatact catactcttc ctttttcaat attattgaag catttatcag

     3361 ggttattgtc tcatgagcgg atacatattt gaatgtattt agaaaaataa acaaataggg

     3421 gttccgcgca catttccccg aaaagtgcca cctgacgcgc cctgtagcgg cgcattaagc

     3481 gcggcgggtg tggtggttac gcgcagcgtg accgctacac ttgccagcgc cctagcgccc

     3541 gctcctttcg ctttcttccc ttcctttctc gccacgttcg ccggctttcc ccgtcaagct

     3601 ctaaatcggg ggctcccttt agggttcc

//

pRZ415
LOCUS       pRZ415                  3982 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ415

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3982)

  AUTHORS   Self



  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..415

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     source          410..415

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color''"

                     /SECDescr="color: #ffffff"

     CDS             complement(418..667)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    682..731

                     /label=BD Reverse Complementary to AFP

                     /note="color: #3366ff"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BD6-AS"

                     /SECDescr="color: #3366ff"



     source          682..731

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source''"

     misc_feature    732..743

                     /label=Intron splice enhancer (ISE)

                     /note="color: #00ff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Intron splice enhancer (ISE)"

                     /SECDescr="color: #00ff00"

     source          732..1276

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             744..772

                     /gene="Canonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             780..1083

                     /gene="GAL-BD-EX2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1084..1224

                     /gene="VP16-AD"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



     misc_feature    1232..1287

                     /label=Linker 361-400 Kana

                     /note="color: #ffff00"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="Linker 4"

                     /SECDescr="color: #ffff00"

     source          1277..3982

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             1288..1737

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(2817..3677)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI



                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(3809..3982,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"



                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc ctgcaggccc

      421 tgatgctctt cgtccagatc atcctgatcg acaagaccgg cttccatccg agtacgtgct

      481 cgctcgatgc gatgtttcgc ttggtggtcg aatgggcagg tagccggatc aagcgtatgc

      541 agccgccgca ttgcatcagc catgatggat actttctcgg caggagcaag gtgagatgac

      601 aggagatcct gccccggcac ttcgcccaat agcagccagt cccttcccgc ttcagtgaca

      661 acgtcgaggc gcgccgaatt cttaatcttg aactattctt ccacactaac tcatcatctc

      721 tattacatac acggggatgg gggtactaac ttcgagtctt cttttttttt ttatcacagg

      781 tctccgctga ctagggcaca tctgacagaa gtggaatcaa ggctagaaag actggaacag

      841 ctatttctac tgatttttcc tcgagaagac cttgacatga ttttgaaaat ggattcttta

      901 caggatataa aagcattgtt aacaggatta tttgtacaag ataatgtgaa taaagatgcc

      961 gtcacagata gattggcttc agtggagact gatatgcctc taacattgag acagcataga

     1021 ataagtgcga catcatcatc ggaagagagt agtaacaaag gtcaaagaca gttgactgta

     1081 tcgtcgacgg cccccccgac cgatgtcagc ctgggggacg agctccactt agacggcgag

     1141 gacgtggcga tggcgcatgc cgacgcgcta gacgatttcg atctggacat gttgggggac

     1201 ggggattccc cgggtccggg ataatgataa aggtcgtcag actgatgggc cctattcgga

     1261 tattgagatg aggatccaag cttgtaagcg ggactctagg gttcgaaatg accgaccaag

     1321 cgacgcccaa cctgccatca cgagatttcg attccaccgc cgccttctat gaaaggttgg

     1381 gcttcggaat cgttttccgg gacgccggct ggatgatcct ccagcgcggg gatctcatgc

     1441 tggagttctt cgcccaccct agggggaggc taactgaaac acggaaggag acaataccgg

     1501 aaggaacccg cgctatgacg gcaataaaaa gacagaataa aacgcacggt gttgggtcgt



     1561 ttgttcataa acgcggggtt cggtcccagg gctggcactc tgtcgatacc ccaccgagac

     1621 gccattgggg ccaatacgcc cgcgtttctt ccttttcccc accccacccc ccaagttcgg

     1681 gtgaaggccc agggctcgca gccaacgtcg gggcggcagg ccctgccata gcctcagctc

     1741 gagtatgtcg accgatgccc ttgagagcct tcaacccagt cagctccttc cggtgggcgc

     1801 ggggcatgac tatcgtcgcc gcacttatga ctgtcttctt tatcatgcaa ctcgtaggac

     1861 aggtgccggc agcgctcttc cgcttcctcg ctcactgact cgctgcgctc ggtcgttcgg

     1921 ctgcggcgag cggtatcagc tcactcaaag gcggtaatac ggttatccac agaatcaggg

     1981 gataacgcag gaaagaacat gtgagcaaaa ggccagcaaa aggccaggaa ccgtaaaaag

     2041 gccgcgttgc tggcgttttt ccataggctc cgcccccctg acgagcatca caaaaatcga

     2101 cgctcaagtc agaggtggcg aaacccgaca ggactataaa gataccaggc gtttccccct

     2161 ggaagctccc tcgtgcgctc tcctgttccg accctgccgc ttaccggata cctgtccgcc

     2221 tttctccctt cgggaagcgt ggcgctttct caatgctcac gctgtaggta tctcagttcg

     2281 gtgtaggtcg ttcgctccaa gctgggctgt gtgcacgaac cccccgttca gcccgaccgc

     2341 tgcgccttat ccggtaacta tcgtcttgag tccaacccgg taagacacga cttatcgcca

     2401 ctggcagcag ccactggtaa caggattagc agagcgaggt atgtaggcgg tgctacagag

     2461 ttcttgaagt ggtggcctaa ctacggctac actagaagga cagtatttgg tatctgcgct

     2521 ctgctgaagc cagttacctt cggaaaaaga gttggtagct cttgatccgg caaacaaacc

     2581 accgctggta gcggtggttt ttttgtttgc aagcagcaga ttacgcgcag aaaaaaagga

     2641 tctcaagaag atcctttgat cttttctacg gggtctgacg ctcagtggaa cgaaaactca

     2701 cgttaaggga ttttggtcat gagattatca aaaaggatct tcacctagat ccttttaaat

     2761 taaaaatgaa gttttaaatc aatctaaagt atatatgagt aaacttggtc tgacagttac

     2821 caatgcttaa tcagtgaggc acctatctca gcgatctgtc tatttcgttc atccatagtt

     2881 gcctgactcc ccgtcgtgta gataactacg atacgggagg gcttaccatc tggccccagt

     2941 gctgcaatga taccgcgaga cccacgctca ccggctccag atttatcagc aataaaccag

     3001 ccagccggaa gggccgagcg cagaagtggt cctgcaactt tatccgcctc catccagtct

     3061 attaattgtt gccgggaagc tagagtaagt agttcgccag ttaatagttt gcgcaacgtt

     3121 gttgccattg ctacaggcat cgtggtgtca cgctcgtcgt ttggtatggc ttcattcagc

     3181 tccggttccc aacgatcaag gcgagttaca tgatccccca tgttgtgcaa aaaagcggtt

     3241 agctccttcg gtcctccgat cgttgtcaga agtaagttgg ccgcagtgtt atcactcatg



     3301 gttatggcag cactgcataa ttctcttact gtcatgccat ccgtaagatg cttttctgtg

     3361 actggtgagt actcaaccaa gtcattctga gaatagtgta tgcggcgacc gagttgctct

     3421 tgcccggcgt caatacggga taataccgcg ccacatagca gaactttaaa agtgctcatc

     3481 attggaaaac gttcttcggg gcgaaaactc tcaaggatct taccgctgtt gagatccagt

     3541 tcgatgtaac ccactcgtgc acccaactga tcttcagcat cttttacttt caccagcgtt

     3601 tctgggtgag caaaaacagg aaggcaaaat gccgcaaaaa agggaataag ggcgacacgg

     3661 aaatgttgaa tactcatact cttccttttt caatattatt gaagcattta tcagggttat

     3721 tgtctcatga gcggatacat atttgaatgt atttagaaaa ataaacaaat aggggttccg

     3781 cgcacatttc cccgaaaagt gccacctgac gcgccctgta gcggcgcatt aagcgcggcg

     3841 ggtgtggtgg ttacgcgcag cgtgaccgct acacttgcca gcgccctagc gcccgctcct

     3901 ttcgctttct tcccttcctt tctcgccacg ttcgccggct ttccccgtca agctctaaat

     3961 cgggggctcc ctttagggtt cc

//

pRZ425
LOCUS       pRZ425                  4691 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ425

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4691)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(605..1465)

                     /label=AmpR



                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1597..2052

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"



                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1771..2122

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''''"

     source          2123..2193

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             2181..3021

                     /gene="SSX1p"

                     /label=SSX1p

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="RPPCRVARSWLTATSYSWAQAILLPQPPE"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="SSX1p"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2194..2990

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="'source'''"

     source          2991..3015

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     source          3016..3035

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     misc_signal     3027..3032

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             3036..3744

                     /gene="mKate2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    3748..3770

                     /created_by="User"

                     /label="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="linker"



     CDS             3772..4221

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          3772..4230

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(4231..4691,1..1770)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca atgctcacgc tgtaggtatc

       61 tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt gcacgaaccc cccgttcagc

      121 ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc caacccggta agacacgact

      181 tatcgccact ggcagcagcc actggtaaca ggattagcag agcgaggtat gtaggcggtg

      241 ctacagagtt cttgaagtgg tggcctaact acggctacac tagaaggaca gtatttggta

      301 tctgcgctct gctgaagcca gttaccttcg gaaaaagagt tggtagctct tgatccggca

      361 aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa gcagcagatt acgcgcagaa

      421 aaaaaggatc tcaagaagat cctttgatct tttctacggg gtctgacgct cagtggaacg

      481 aaaactcacg ttaagggatt ttggtcatga gattatcaaa aaggatcttc acctagatcc



      541 ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat atatgagtaa acttggtctg

      601 acagttacca atgcttaatc agtgaggcac ctatctcagc gatctgtcta tttcgttcat

      661 ccatagttgc ctgactcccc gtcgtgtaga taactacgat acgggagggc ttaccatctg

      721 gccccagtgc tgcaatgata ccgcgagacc cacgctcacc ggctccagat ttatcagcaa

      781 taaaccagcc agccggaagg gccgagcgca gaagtggtcc tgcaacttta tccgcctcca

      841 tccagtctat taattgttgc cgggaagcta gagtaagtag ttcgccagtt aatagtttgc

      901 gcaacgttgt tgccattgct acaggcatcg tggtgtcacg ctcgtcgttt ggtatggctt

      961 cattcagctc cggttcccaa cgatcaaggc gagttacatg atcccccatg ttgtgcaaaa

     1021 aagcggttag ctccttcggt cctccgatcg ttgtcagaag taagttggcc gcagtgttat

     1081 cactcatggt tatggcagca ctgcataatt ctcttactgt catgccatcc gtaagatgct

     1141 tttctgtgac tggtgagtac tcaaccaagt cattctgaga atagtgtatg cggcgaccga

     1201 gttgctcttg cccggcgtca atacgggata ataccgcgcc acatagcaga actttaaaag

     1261 tgctcatcat tggaaaacgt tcttcggggc gaaaactctc aaggatctta ccgctgttga

     1321 gatccagttc gatgtaaccc actcgtgcac ccaactgatc ttcagcatct tttactttca

     1381 ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc cgcaaaaaag ggaataaggg

     1441 cgacacggaa atgttgaata ctcatactct tcctttttca atattattga agcatttatc

     1501 agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat aaacaaatag

     1561 gggttccgcg cacatttccc cgaaaagtgc cacctgacgc gccctgtagc ggcgcattaa

     1621 gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac acttgccagc gccctagcgc

     1681 ccgctccttt cgctttcttc ccttcctttc tcgccacgtt cgccggcttt ccccgtcaag

     1741 ctctaaatcg ggggctccct ttagggttcc gatttagtgc tttacggcac ctcgacccca

     1801 aaaaacttga ttagggtgat ggttcacgta gtgggccatc gccctgatag acggtttttc

     1861 gccctttgac gttggagtcc acgttcttta atagtggact cttgttccaa actggaacaa

     1921 cactcaaccc tatctcggtc tattcttttg atttataagg gattttgccg atttcggcct

     1981 attggttaaa aaatgagctg atttaacaaa aatttaacgc gaattttaac aaaatattaa

     2041 cgcttacaat ttgccattcg ccattcaggc tgcgcaactg ttgggaaggg cgatcggtgc

     2101 gggcctcttc gctattacgc cagcccaagc taccatgata agtaagtaat attaaggtac

     2161 gggaggtact tggaggtacc cggccgccct gcagggtagc cagatcatgg ctcactgcaa

     2221 cctcgtactc ctgggctcaa gctatcctcc tacctcagcc tcctgagtaa cggactacag



     2281 gcacaccacc ccacctcgct aattttattt attttttttg tagagaaaag agacagggta

     2341 ttgctctgtt gcccagggtg gggtgcagtg gcatgatcat ggctcactgc aacctctgcc

     2401 tcccaggttc aagtgatcct ccagctgtgg cctccctaag tgctgggatt acaaccgtga

     2461 gccgccgcac cggcccaaat ttcttacgtc actacagagt tcctaggaaa aaatcccata

     2521 cctgaaaaag atagaaactg acaggaagga tttgagatga tgacctgctt catatacact

     2581 ccttattaaa actggataac aatgcaccac cgaggaggtg gggagggata ggaaaaatga

     2641 aaagagaaaa tcagcgcatg cgtactctga tttgggaaga ctccaaagag aaaatcagag

     2701 catgcgtact ctgaacttgg agtagccaat cccaggggat gctttaggcg ggaaagtcag

     2761 agtttctgcc tccattttga gaaggttctg tccctagagc ctagactgat agaccccaca

     2821 tcagcttggc ttgtcccgcc tactgttctg acttctgatt ggccagatgg agttcactaa

     2881 ctgccctgat tggtccatca tcctggagca atgacattgc agaatatttt ctcctcctcc

     2941 agccacactt tgtcaccaac tgctgccaac tcgccaccac tgctgccgac ctcgcaacca

     3001 ctgctttgtc tctggcgcgc cagctcgcca ccatggtgtc taagggcgaa gagctgatta

     3061 aggagaacat gcacatgaag ctgtacatgg agggcaccgt gaacaaccac cacttcaagt

     3121 gcacatccga gggcgaaggc aagccctacg agggcaccca gaccatgaga atcaaggtgg

     3181 tcgagggcgg ccctctcccc ttcgccttcg acatcctggc taccagcttc atgtacggca

     3241 gcaaaacctt catcaaccac acccagggca tccccgactt ctttaagcag tccttccctg

     3301 agggcttcac atgggagaga gtcaccacat acgaagacgg gggcgtgctg accgctaccc

     3361 aggacaccag cctccaggac ggctgcctca tctacaacgt caagatcaga ggggtgaact

     3421 tcccatccaa cggccctgtg atgcagaaga aaacactcgg ctgggaggcc tccaccgaga

     3481 tgctgtaccc cgctgacggc ggcctggaag gcagaagcga catggccctg aagctcgtgg

     3541 gcgggggcca cctgatctgc aacttgaaga ccacatacag atccaagaaa cccgctaaga

     3601 acctcaagat gcccggcgtc tactatgtgg acagaagact ggaaagaatc aaggaggccg

     3661 acaaagagac ctacgtcgag cagcacgagg tggctgtggc cagatactgc gacctcccta

     3721 gcaaactggg gcacaaactt aattaagcct ctggccacat cggttcctgc cgcgggactc

     3781 tggggttcga aatgaccgac caagcgacgc ccaacctgcc atcacgagat ttcgattcca

     3841 ccgccgcctt ctatgaaagg ttgggcttcg gaatcgtttt ccgggacgcc ggctggatga

     3901 tcctccagcg cggggatctc atgctggagt tcttcgccca ccctaggggg aggctaactg

     3961 aaacacggaa ggagacaata ccggaaggaa cccgcgctat gacggcaata aaaagacaga



     4021 ataaaacgca cggtgttggg tcgtttgttc ataaacgcgg ggttcggtcc cagggctggc

     4081 actctgtcga taccccaccg agacgccatt ggggccaata cgcccgcgtt tcttcctttt

     4141 ccccacccca ccccccaagt tcgggtgaag gcccagggct cgcagccaac gtcggggcgg

     4201 caggccctgc catagcctca ggtatgtcga ccgatgccct tgagagcctt caacccagtc

     4261 agctccttcc ggtgggcgcg gggcatgact atcgtcgccg cacttatgac tgtcttcttt

     4321 atcatgcaac tcgtaggaca ggtgccggca gcgctcttcc gcttcctcgc tcactgactc

     4381 gctgcgctcg gtcgttcggc tgcggcgagc ggtatcagct cactcaaagg cggtaatacg

     4441 gttatccaca gaatcagggg ataacgcagg aaagaacatg tgagcaaaag gccagcaaaa

     4501 ggccaggaac cgtaaaaagg ccgcgttgct ggcgtttttc cataggctcc gcccccctga

     4561 cgagcatcac aaaaatcgac gctcaagtca gaggtggcga aacccgacag gactataaag

     4621 ataccaggcg tttccccctg gaagctccct cgtgcgctct cctgttccga ccctgccgct

     4681 taccggatac c

//

pRZ426
LOCUS       pRZ426                  4891 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ426

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4891)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     gene            complement(804..1664)

                     /label=AmpR



                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      1796..2251

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"



                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          1970..2321

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''''"

     source          2322..2392

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             2393..3414

                     /gene="H2A1p"

                     /label=H2A1p

                     /note="color: #993366; direction: RIGHT"

                     /translation="GELIALRGGRGWRGGP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="H2A1p"

                     /SECDescr="color: #993366; direction: RIGHT"

     source          2393..3414

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="'source''"

     source          2393..3414

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="'color'"

                     /SECDescr="color: #ffffff"

     source          3415..3434

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     misc_signal     3426..3431

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             3435..4143

                     /gene="mKate2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    4147..4169

                     /created_by="User"

                     /label="linker"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

                     /SECName="linker"

     CDS             4171..4620

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          4171..4629

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          join(4630..4891,1..1969)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

ORIGIN

        1 cagcaaaagg ccaggaaccg taaaaaggcc gcgttgctgg cgtttttcca taggctccgc

       61 ccccctgacg agcatcacaa aaatcgacgc tcaagtcaga ggtggcgaaa cccgacagga

      121 ctataaagat accaggcgtt tccccctgga agctccctcg tgcgctctcc tgttccgacc

      181 ctgccgctta ccggatacct gtccgccttt ctcccttcgg gaagcgtggc gctttctcaa

      241 tgctcacgct gtaggtatct cagttcggtg taggtcgttc gctccaagct gggctgtgtg

      301 cacgaacccc ccgttcagcc cgaccgctgc gccttatccg gtaactatcg tcttgagtcc

      361 aacccggtaa gacacgactt atcgccactg gcagcagcca ctggtaacag gattagcaga



      421 gcgaggtatg taggcggtgc tacagagttc ttgaagtggt ggcctaacta cggctacact

      481 agaaggacag tatttggtat ctgcgctctg ctgaagccag ttaccttcgg aaaaagagtt

      541 ggtagctctt gatccggcaa acaaaccacc gctggtagcg gtggtttttt tgtttgcaag

      601 cagcagatta cgcgcagaaa aaaaggatct caagaagatc ctttgatctt ttctacgggg

      661 tctgacgctc agtggaacga aaactcacgt taagggattt tggtcatgag attatcaaaa

      721 aggatcttca cctagatcct tttaaattaa aaatgaagtt ttaaatcaat ctaaagtata

      781 tatgagtaaa cttggtctga cagttaccaa tgcttaatca gtgaggcacc tatctcagcg

      841 atctgtctat ttcgttcatc catagttgcc tgactccccg tcgtgtagat aactacgata

      901 cgggagggct taccatctgg ccccagtgct gcaatgatac cgcgagaccc acgctcaccg

      961 gctccagatt tatcagcaat aaaccagcca gccggaaggg ccgagcgcag aagtggtcct

     1021 gcaactttat ccgcctccat ccagtctatt aattgttgcc gggaagctag agtaagtagt

     1081 tcgccagtta atagtttgcg caacgttgtt gccattgcta caggcatcgt ggtgtcacgc

     1141 tcgtcgtttg gtatggcttc attcagctcc ggttcccaac gatcaaggcg agttacatga

     1201 tcccccatgt tgtgcaaaaa agcggttagc tccttcggtc ctccgatcgt tgtcagaagt

     1261 aagttggccg cagtgttatc actcatggtt atggcagcac tgcataattc tcttactgtc

     1321 atgccatccg taagatgctt ttctgtgact ggtgagtact caaccaagtc attctgagaa

     1381 tagtgtatgc ggcgaccgag ttgctcttgc ccggcgtcaa tacgggataa taccgcgcca

     1441 catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt cttcggggcg aaaactctca

     1501 aggatcttac cgctgttgag atccagttcg atgtaaccca ctcgtgcacc caactgatct

     1561 tcagcatctt ttactttcac cagcgtttct gggtgagcaa aaacaggaag gcaaaatgcc

     1621 gcaaaaaagg gaataagggc gacacggaaa tgttgaatac tcatactctt cctttttcaa

     1681 tattattgaa gcatttatca gggttattgt ctcatgagcg gatacatatt tgaatgtatt

     1741 tagaaaaata aacaaatagg ggttccgcgc acatttcccc gaaaagtgcc acctgacgcg

     1801 ccctgtagcg gcgcattaag cgcggcgggt gtggtggtta cgcgcagcgt gaccgctaca

     1861 cttgccagcg ccctagcgcc cgctcctttc gctttcttcc cttcctttct cgccacgttc

     1921 gccggctttc cccgtcaagc tctaaatcgg gggctccctt tagggttccg atttagtgct

     1981 ttacggcacc tcgaccccaa aaaacttgat tagggtgatg gttcacgtag tgggccatcg

     2041 ccctgataga cggtttttcg ccctttgacg ttggagtcca cgttctttaa tagtggactc

     2101 ttgttccaaa ctggaacaac actcaaccct atctcggtct attcttttga tttataaggg



     2161 attttgccga tttcggccta ttggttaaaa aatgagctga tttaacaaaa atttaacgcg

     2221 aattttaaca aaatattaac gcttacaatt tgccattcgc cattcaggct gcgcaactgt

     2281 tgggaagggc gatcggtgcg ggcctcttcg ctattacgcc agcccaagct accatgataa

     2341 gtaagtaata ttaaggtacg ggaggtactt ggaggtaccc ggccgccctg caggtgagtt

     2401 aatagctctg cgcggaggga ggggatggag agggggtcct tgatcgcctc ccaacattac

     2461 tgagctacat cacctgagca gtttctaccc cgatttctgt aacgagcagt ttttctcgtt

     2521 ctgtgccggc gcgcgcgcgc acacacacac acacacacac acacacacac acacggctca

     2581 gattcggccg cacccggcaa ccgctagggt gcatggagac acattaggtt acataaccct

     2641 tcaccgtgtt cgaaaccctt tcttgatcgt gtgggtggct ctgaaaagag cctttgggtt

     2701 caggacgccg aggaacgcct cacttggagc tggtgtactt ggtgacagcc ttggtgccct

     2761 cggacacggc gtgcttggcc agctcgccgg gcagcagcag gcgaacggcc gtctgcactt

     2821 cgcgggacgt gatggtggag cgcttgttgt agtgtgccag gcgggaggcc tcgctggcga

     2881 tgcgctcgaa gatgtcattg gcgaaggagt tcatgatgcc catggccttg gacgagatgc

     2941 cggtgtcggg gtgcacctgc ttcagcacct tgtacacgta gatagaatag ctctccttgc

     3001 ggccgcgctt gcgcttcttg ccgtccttct tctgtgcctt ggtgacagcc tttttagaac

     3061 ccttcttggg cgcaggagcc gatttggacg ggtctggcat gatggctgag tctctccaaa

     3121 cagaaacgcg cggcgctcgg agtaactcta tttgtacgtt ttgtattcaa atgaaggctc

     3181 aggatttgct cacttctgat tggatcaaac gttgttctac gtcatcgctg ggaaaggaat

     3241 acgcaaatta ggagtgccag gttctttttc tgattggcta ccatagccat ccaatcgaac

     3301 gccgcggtct agcctacctc tgtaccatac ataagggctc gctggccttc actgccctct

     3361 tgtttttagt ctcgcttttc ggttgccgtt gtcttttttc cttgactcgg aaggcgcgcc

     3421 agctcgccac catggtgtct aagggcgaag agctgattaa ggagaacatg cacatgaagc

     3481 tgtacatgga gggcaccgtg aacaaccacc acttcaagtg cacatccgag ggcgaaggca

     3541 agccctacga gggcacccag accatgagaa tcaaggtggt cgagggcggc cctctcccct

     3601 tcgccttcga catcctggct accagcttca tgtacggcag caaaaccttc atcaaccaca

     3661 cccagggcat ccccgacttc tttaagcagt ccttccctga gggcttcaca tgggagagag

     3721 tcaccacata cgaagacggg ggcgtgctga ccgctaccca ggacaccagc ctccaggacg

     3781 gctgcctcat ctacaacgtc aagatcagag gggtgaactt cccatccaac ggccctgtga

     3841 tgcagaagaa aacactcggc tgggaggcct ccaccgagat gctgtacccc gctgacggcg



     3901 gcctggaagg cagaagcgac atggccctga agctcgtggg cgggggccac ctgatctgca

     3961 acttgaagac cacatacaga tccaagaaac ccgctaagaa cctcaagatg cccggcgtct

     4021 actatgtgga cagaagactg gaaagaatca aggaggccga caaagagacc tacgtcgagc

     4081 agcacgaggt ggctgtggcc agatactgcg acctccctag caaactgggg cacaaactta

     4141 attaagcctc tggccacatc ggttcctgcc gcgggactct ggggttcgaa atgaccgacc

     4201 aagcgacgcc caacctgcca tcacgagatt tcgattccac cgccgccttc tatgaaaggt

     4261 tgggcttcgg aatcgttttc cgggacgccg gctggatgat cctccagcgc ggggatctca

     4321 tgctggagtt cttcgcccac cctaggggga ggctaactga aacacggaag gagacaatac

     4381 cggaaggaac ccgcgctatg acggcaataa aaagacagaa taaaacgcac ggtgttgggt

     4441 cgtttgttca taaacgcggg gttcggtccc agggctggca ctctgtcgat accccaccga

     4501 gacgccattg gggccaatac gcccgcgttt cttccttttc cccaccccac cccccaagtt

     4561 cgggtgaagg cccagggctc gcagccaacg tcggggcggc aggccctgcc atagcctcag

     4621 gtatgtcgac cgatgccctt gagagccttc aacccagtca gctccttccg gtgggcgcgg

     4681 ggcatgacta tcgtcgccgc acttatgact gtcttcttta tcatgcaact cgtaggacag

     4741 gtgccggcag cgctcttccg cttcctcgct cactgactcg ctgcgctcgg tcgttcggct

     4801 gcggcgagcg gtatcagctc actcaaaggc ggtaatacgg ttatccacag aatcagggga

     4861 taacgcagga aagaacatgt gagcaaaagg c

//

pRZ428
LOCUS       pRZ428                  4540 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ428

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4540)

  AUTHORS   Self



  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..352

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''''"

     source          353..423

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             complement(426..675)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          678..697

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     misc_signal     689..694

                     /label=KOZAK

                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             698..964

                     /gene="mK2-Ex1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     gene            929..964

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon1"

                     /SECDrawAs="Info only"

                     /SECName="''mKate-Exon1"

     misc_feature    complement(940..964)

                     /created_by="primer3"

                     /%GC="48.0"

                     /Tm="55.13"

                     /Hairpin="7.0"

                     /Primer-Dimer="3.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CTTCTTTAAGCAGTCCTTCCCTGAG"

                     /modified_by="User"

                     /label="pLW102-mkEI-RV"

                     /note="Geneious type: primer_bind_reverse"



                     /SECDrawAs="Info only"

                     /SECName="pLW102-mkEI-RV"

                     /SECDescr="Geneious type: primer_bind_reverse"

     primer_bind     948..973

                     /created_by="primer3"

                     /%GC="53.8"

                     /Tm="59.68"

                     /Hairpin="9.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="AGCAGTCCTTCCCTGAGGTAAGTGTG"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     primer_bind     950..974

                     /created_by="primer3"

                     /%GC="56.0"

                     /Tm="58.76"

                     /Hairpin="9.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CAGTCCTTCCCTGAGGTAAGTGTGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"



     primer_bind     962..981

                     /created_by="primer3"

                     /annotation_group="135724210982524500090d949a7-e0f7-42d7-b

                     68e-12577dcea4b5"

                     /%GC="55.0"

                     /Tm="58.6"

                     /Hairpin_Tm="42.5"

                     /Self_Dimer_Tm="10.2"

                     /Sequence="GAGGTAAGTGTGCTCGCTTC"

                     /label="1st forward primer"

                     /SECDrawAs="Info only"

                     /SECName="1st forward primer"

     misc_signal     963..970

                     /label="5' donor"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="5'D"

     misc_feature    965..970

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Donor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Donor\Site"

     CDS             965..1381

                     /gene="miRNA intron"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     primer_bind     971..987



                     /created_by="primer3"

                     /%GC="70.6"

                     /Tm="56.45"

                     /Hairpin="5.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GTGCTCGCTTCGGCAGC"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    971..989

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="miR-FF4'''"

     misc_feature    990..1051

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="'miR-FF4'"

     primer_bind     1002..1026

                     /created_by="primer3"

                     /%GC="40.0"

                     /Tm="52.67"

                     /Hairpin="6.0"

                     /Primer-Dimer="5.0"

                     /Monovalent_Salt_Concentration="50.0"



                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GAATGAGGCTTCAGTACTTTACAGA"

                     /label="forward primer"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

     misc_feature    1052..1227

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="'miR-FF4''"

     misc_feature    1098..1227

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="miR-loop'"

     misc_feature    1104..1222

                     /gene="miR-loop"

                     /label="miR-loop misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="miR-loop "

     CDS             1131..1152

                     /gene="miRS1-BS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1172..1193

                     /gene="miRS1"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     misc_feature    1228

                     /created_by="User"

                     /label="miR-loop"

                     /SECDrawAs="Info only"

                     /SECName="''miR-loop"

     misc_feature    1228..1347

                     /created_by="User"

                     /label="miR-FF4"

                     /SECDrawAs="Info only"

                     /SECName="'''miR-FF4"

     misc_feature    complement(1333..1360)

                     /created_by="primer3"

                     /%GC="32.1"

                     /Tm="52.31"

                     /Hairpin="6.0"

                     /Primer-Dimer="2.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="CACTTTTTTCAATTGTACTAACTTCGAG"

                     /modified_by="User"

                     /label="forward primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="forward primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_feature    1342..1347

                     /Recognition_pattern="C^AATTG"



                     /annotation_group="CAATTG"

                     /label="MfeI"

                     /note="Geneious type: restriction site"

                     /SECDrawAs="Info only"

                     /SECName="MfeI"

                     /SECDescr="Geneious type: restriction site"

     misc_feature    1348..1355

                     /ApEinfo_fwdcolor="#00ff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="BranchPoint"

                     /SECDrawAs="Info only"

                     /SECName="BranchPoint"

     misc_feature    complement(1348..1355)

                     /created_by="User"

                     /label="primer part"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="primer part"

                     /SECDescr="Geneious type: primer_bind_reverse"

     misc_signal     1348..1355

                     /label="BranchPoint"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="BP"

     misc_feature    1355

                     /Original_Bases="TAAC"

                     /label="TAAC"

                     /note="Geneious type: Editing History Deletion"



                     /SECDrawAs="Info only"

                     /SECName="TAAC"

                     /SECDescr="Geneious type: Editing History Deletion"

     misc_feature    1356..1360

                     /created_by="User"

                     /label="XhoI part"

                     /SECDrawAs="Info only"

                     /SECName="XhoI part"

     misc_feature    1361..1376

                     /ApEinfo_fwdcolor="#ff80c0"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="PolyPyrTract"

                     /SECDrawAs="Info only"

                     /SECName="PolyPyrTract"

     misc_feature    1361..1376

                     /gene="PolyPyrTract"

                     /label="PolyPyrTract misc"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="PolyPyrTract"

     misc_feature    1377..1381

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_signal     1377..1381



                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     misc_feature    complement(1377..1395)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"

                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     gene            1382..1458

                     /ApEinfo_label="mKate"

                     /ApEinfo_fwdcolor="cyan"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /modified_by="User"

                     /label="mKate-Exon2"

                     /SECDrawAs="Info only"

                     /SECName="mKate-Exon2''"

     misc_signal     1382..1823

                     /label="mKate-Exon2"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="mK2-Ex2"

     misc_feature    1827..1849

                     /created_by="User"

                     /label="linker"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="linker"

     source          1851..2025

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             1851..2300

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGLWGSK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2026..2309

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"



     source          2310..4540

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(3375..4235)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 



AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4367..4540,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcaggccctg atgctcttcg tccagatcat cctgatcgac aagaccggct tccatccgag

      481 tacgtgctcg ctcgatgcga tgtttcgctt ggtggtcgaa tgggcaggta gccggatcaa

      541 gcgtatgcag ccgccgcatt gcatcagcca tgatggatac tttctcggca ggagcaaggt

      601 gagatgacag gagatcctgc cccggcactt cgcccaatag cagccagtcc cttcccgctt

      661 cagtgacaac gtcgaggcgc gccagctcgc caccatggtg tctaagggcg aagagctgat

      721 taaggagaac atgcacatga agctgtacat ggagggcacc gtgaacaacc accacttcaa

      781 gtgcacatcc gagggcgaag gcaagcccta cgagggcacc cagaccatga gaatcaaggt

      841 ggtcgagggc ggccctctcc ccttcgcctt cgacatcctg gctaccagct tcatgtacgg



      901 cagcaaaacc ttcatcaacc acacccaggg catccccgac ttctttaagc agtccttccc

      961 tgaggtaagt gtgctcgctt cggcagcaca tatactatgt tgaatgaggc ttcagtactt

     1021 tacagaatcg ttgcctgcac atcttggaaa cacttgctgg gattacttct tcagggactt

     1081 cttaacccaa cagaaggctc gagaaggtat attgctgttg acagtgagcg cccgctcgtt

     1141 tatgtgttct aatagtgaag ccacagatgt attagaacac ataaacgagc gggtgcctac

     1201 tgcctcggac ttcaaggggc tagaattcaa ggggctactt taggagcaat tatcttgttt

     1261 actaaaactg aataccttgc tatctctttg atacattttt acaaagctga attaaaatgg

     1321 tataaattaa atcacttttt tcaattgtac taacttcgag tcttcttttt ttttttcaca

     1381 gggattcaca tgggagagag tcaccacata cgaagacggg ggcgtgctga ccgctaccca

     1441 ggacaccagc ctccaggacg gctgcctcat ctacaacgtc aagatcagag gggtgaactt

     1501 cccatccaac ggccctgtga tgcagaagaa aacactcggc tgggaggcct ccaccgagat

     1561 gctgtacccc gctgacggcg gcctggaagg cagaagcgac atggccctga agctcgtggg

     1621 cgggggccac ctgatctgca acttgaagac cacatacaga tccaagaaac ccgctaagaa

     1681 cctcaagatg cccggcgtct actatgtgga cagaagactg gaaagaatca aggaggccga

     1741 caaagagacc tacgtcgagc agcacgaggt ggctgtggcc agatactgcg acctccctag

     1801 caaactgggg cacaaactta attaagcctc tggccacatc ggttcctgcc gcgggactct

     1861 ggggttcgaa atgaccgacc aagcgacgcc caacctgcca tcacgagatt tcgattccac

     1921 cgccgccttc tatgaaaggt tgggcttcgg aatcgttttc cgggacgccg gctggatgat

     1981 cctccagcgc ggggatctca tgctggagtt cttcgcccac cctaggggga ggctaactga

     2041 aacacggaag gagacaatac cggaaggaac ccgcgctatg acggcaataa aaagacagaa

     2101 taaaacgcac ggtgttgggt cgtttgttca taaacgcggg gttcggtccc agggctggca

     2161 ctctgtcgat accccaccga gacgccattg gggccaatac gcccgcgttt cttccttttc

     2221 cccaccccac cccccaagtt cgggtgaagg cccagggctc gcagccaacg tcggggcggc

     2281 aggccctgcc atagcctcag gtatgtcgac cgatgccctt gagagccttc aacccagtca

     2341 gctccttccg gtgggcgcgg ggcatgacta tcgtcgccgc acttatgact gtcttcttta

     2401 tcatgcaact cgtaggacag gtgccggcag cgctcttccg cttcctcgct cactgactcg

     2461 ctgcgctcgg tcgttcggct gcggcgagcg gtatcagctc actcaaaggc ggtaatacgg

     2521 ttatccacag aatcagggga taacgcagga aagaacatgt gagcaaaagg ccagcaaaag

     2581 gccaggaacc gtaaaaaggc cgcgttgctg gcgtttttcc ataggctccg cccccctgac



     2641 gagcatcaca aaaatcgacg ctcaagtcag aggtggcgaa acccgacagg actataaaga

     2701 taccaggcgt ttccccctgg aagctccctc gtgcgctctc ctgttccgac cctgccgctt

     2761 accggatacc tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca atgctcacgc

     2821 tgtaggtatc tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt gcacgaaccc

     2881 cccgttcagc ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc caacccggta

     2941 agacacgact tatcgccact ggcagcagcc actggtaaca ggattagcag agcgaggtat

     3001 gtaggcggtg ctacagagtt cttgaagtgg tggcctaact acggctacac tagaaggaca

     3061 gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt tggtagctct

     3121 tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa gcagcagatt

     3181 acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg gtctgacgct

     3241 cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa aaggatcttc

     3301 acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat atatgagtaa

     3361 acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc gatctgtcta

     3421 tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat acgggagggc

     3481 ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc ggctccagat

     3541 ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc tgcaacttta

     3601 tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag ttcgccagtt

     3661 aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg ctcgtcgttt

     3721 ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg atcccccatg

     3781 ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag taagttggcc

     3841 gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt catgccatcc

     3901 gtaagatgct tttctgtgac tggtgagtac tcaaccaagt cattctgaga atagtgtatg

     3961 cggcgaccga gttgctcttg cccggcgtca atacgggata ataccgcgcc acatagcaga

     4021 actttaaaag tgctcatcat tggaaaacgt tcttcggggc gaaaactctc aaggatctta

     4081 ccgctgttga gatccagttc gatgtaaccc actcgtgcac ccaactgatc ttcagcatct

     4141 tttactttca ccagcgtttc tgggtgagca aaaacaggaa ggcaaaatgc cgcaaaaaag

     4201 ggaataaggg cgacacggaa atgttgaata ctcatactct tcctttttca atattattga

     4261 agcatttatc agggttattg tctcatgagc ggatacatat ttgaatgtat ttagaaaaat

     4321 aaacaaatag gggttccgcg cacatttccc cgaaaagtgc cacctgacgc gccctgtagc



     4381 ggcgcattaa gcgcggcggg tgtggtggtt acgcgcagcg tgaccgctac acttgccagc

     4441 gccctagcgc ccgctccttt cgctttcttc ccttcctttc tcgccacgtt cgccggcttt

     4501 ccccgtcaag ctctaaatcg ggggctccct ttagggttcc

//

pRZ437
LOCUS       pRZ437                  3842 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ437

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3842)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     CDS             1585..1842

                     /gene=" Transcriptionally inactive DNA sequence (Promoter

                     filler)"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1849

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'"

     CDS             1855..2190



                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     RRQLQDPRR"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex1"

     CDS             2189..2196

                     /gene="5'D"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          2191..2215

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''"

     CDS             2191..2240

                     /gene="miR1 version Mv3 Intron"

                     /label=miR1 version Mv3 Intron

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="VSVLASAAHILC"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="ID"



                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2216..2240

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     CDS             2241..2290

                     /gene="BD6-S"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          2297..2467

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             2297..2746

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGLWGSK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          2468..2748

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"



                     /SECName="''source''"

     source          complement(2749..3164)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     rep_origin      complement(2883..3338)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          complement(join(3165..3842,1..1553))

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            join(3470..3842,1..488)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED



                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

ORIGIN

        1 taaccatgag tgataacact gcggccaact tacttctgac aacgatcgga ggaccgaagg

       61 agctaaccgc ttttttgcac aacatggggg atcatgtaac tcgccttgat cgttgggaac

      121 cggagctgaa tgaagccata ccaaacgacg agcgtgacac cacgatgcct gtagcaatgg

      181 caacaacgtt gcgcaaacta ttaactggcg aactacttac tctagcttcc cggcaacaat

      241 taatagactg gatggaggcg gataaagttg caggaccact tctgcgctcg gcccttccgg

      301 ctggctggtt tattgctgat aaatctggag ccggtgagcg tgggtctcgc ggtatcattg

      361 cagcactggg gccagatggt aagccctccc gtatcgtagt tatctacacg acggggagtc



      421 aggcaactat ggatgaacga aatagacaga tcgctgagat aggtgcctca ctgattaagc

      481 attggtaact gtcagaccaa gtttactcat atatacttta gattgattta aaacttcatt

      541 tttaatttaa aaggatctag gtgaagatcc tttttgataa tctcatgacc aaaatccctt

      601 aacgtgagtt ttcgttccac tgagcgtcag accccgtaga aaagatcaaa ggatcttctt

      661 gagatccttt ttttctgcgc gtaatctgct gcttgcaaac aaaaaaacca ccgctaccag

      721 cggtggtttg tttgccggat caagagctac caactctttt tccgaaggta actggcttca

      781 gcagagcgca gataccaaat actgtccttc tagtgtagcc gtagttaggc caccacttca

      841 agaactctgt agcaccgcct acatacctcg ctctgctaat cctgttacca gtggctgctg

      901 ccagtggcga taagtcgtgt cttaccgggt tggactcaag acgatagtta ccggataagg

      961 cgcagcggtc gggctgaacg gggggttcgt gcacacagcc cagcttggag cgaacgacct

     1021 acaccgaact gagataccta cagcgtgagc attgagaaag cgccacgctt cccgaaggga

     1081 gaaaggcgga caggtatccg gtaagcggca gggtcggaac aggagagcgc acgagggagc

     1141 ttccaggggg aaacgcctgg tatctttata gtcctgtcgg gtttcgccac ctctgacttg

     1201 agcgtcgatt tttgtgatgc tcgtcagggg ggcggagcct atggaaaaac gccagcaacg

     1261 cggccttttt acggttcctg gccttttgct ggccttttgc tcacatgttc tttcctgcgt

     1321 tatcccctga ttctgtggat aaccgtatta ccgcctttga gtgagctgat accgctcgcc

     1381 gcagccgaac gaccgagcgc agcgagtcag tgagcgagga agcggaagag cgctgccggc

     1441 acctgtccta cgagttgcat gataaagaag acagtcataa gtgcggcgac gatagtcatg

     1501 ccccgcgccc accggaagga gctgactggg ttgaaggctc tcaagggcat cggtcgacac

     1561 agcagagatc cagtttggtt aatgggcgcg cctcgacgtt gtcactgaag cgggaaggga

     1621 ctggctgcta ttgggcgaag tgccggggca ggatctcctg tcatctcacc ttgctcctgc

     1681 cgagaaagta tccatcatgg ctgatgcaat gcggcggctg catacgcttg atccggctac

     1741 ctgcccattc gaccaccaag cgaaacatcg catcgagcga gcacgtactc ggatggaagc

     1801 cggtcttgtc gatcaggatg atctggacga agagcatcag ggggatccgc caccatggtg

     1861 agcaagggcg aggagctgtt caccggggtg gtgcccatcc tggtcgagct ggacggcgac

     1921 gtaaacggcc acaagttcag cgtgtccggc gagggcgagg gcgatgccac ctacggcaag

     1981 ctgaccctga agttcatctg caccaccggc aagctgcccg tgccctggcc caccctcgtg

     2041 accaccctga cctggggcgt gcagtgcttc gcccgctacc ccgaccacat gaagcagcac

     2101 gacttcttca agtccgccat gcccgaaggc tacgtccagg agcgcaccat cttcttcaag



     2161 gacgacggca actacaagac ccgcgccgag gtaagtgtgc tcgcttcggc agcacatata

     2221 ctatgttgaa tgaggcttca tgtatgtaat agagatgtag agttagtgtg gaagaatagt

     2281 tcaagattaa gaattcgcgg gactctgggg ttcgaaatga ccgaccaagc gacgcccaac

     2341 ctgccatcac gagatttcga ttccaccgcc gccttctatg aaaggttggg cttcggaatc

     2401 gttttccggg acgccggctg gatgatcctc cagcgcgggg atctcatgct ggagttcttc

     2461 gcccacccta gggggaggct aactgaaaca cggaaggaga caataccgga aggaacccgc

     2521 gctatgacgg caataaaaag acagaataaa acgcacggtg ttgggtcgtt tgttcataaa

     2581 cgcggggttc ggtcccaggg ctggcactct gtcgataccc caccgagacg ccattggggc

     2641 caatacgccc gcgtttcttc cttttcccca ccccaccccc caagttcggg tgaaggccca

     2701 gggctcgcag ccaacgtcgg ggcggcaggc cctgccatag cctcaggtcg gccgggtacc

     2761 tccaagtacc tcccgtacct taatattact tacttatcat ggtagcttgg gctggcgtaa

     2821 tagcgaagag gcccgcaccg atcgcccttc ccaacagttg cgcagcctga atggcgaatg

     2881 gcaaattgta agcgttaata ttttgttaaa attcgcgtta aatttttgtt aaatcagctc

     2941 attttttaac caataggccg aaatcggcaa aatcccttat aaatcaaaag aatagaccga

     3001 gatagggttg agtgttgttc cagtttggaa caagagtcca ctattaaaga acgtggactc

     3061 caacgtcaaa gggcgaaaaa ccgtctatca gggcgatggc ccactacgtg aaccatcacc

     3121 ctaatcaagt tttttggggt cgaggtgccg taaagcacta aatcggaacc ctaaagggag

     3181 cccccgattt agagcttgac ggggaaagcc ggcgaacgtg gcgagaaagg aagggaagaa

     3241 agcgaaagga gcgggcgcta gggcgctggc aagtgtagcg gtcacgctgc gcgtaaccac

     3301 cacacccgcc gcgcttaatg cgccgctaca gggcgcgtca ggtggcactt ttcggggaaa

     3361 tgtgcgcgga acccctattt gtttattttt ctaaatacat tcaaatatgt atccgctcat

     3421 gagacaataa ccctgataaa tgcttcaata atattgaaaa aggaagagta tgagtattca

     3481 acatttccgt gtcgccctta ttcccttttt tgcggcattt tgccttcctg tttttgctca

     3541 cccagaaacg ctggtgaaag taaaagatgc tgaagatcag ttgggtgcac gagtgggtta

     3601 catcgaactg gatctcaaca gcggtaagat ccttgagagt tttcgccccg aagaacgttt

     3661 tccaatgatg agcactttta aagttctgct atgtggcgcg gtattatccc gtattgacgc

     3721 cgggcaagag caactcggtc gccgcataca ctattctcag aatgacttgg ttgagtactc

     3781 accagtcaca gaaaagcatc ttacggatgg catgacagta agagaattat gcagtgctgc

     3841 ca



//

pRZ438
LOCUS       pRZ438                  3867 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pRZ438

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 3867)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     primer_bind     434..456

                     /created_by="primer3"

                     /%GC="69.6"

                     /Tm="64.72"

                     /Hairpin="4.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GGGGTTCCGCGCACATTTCCCCG"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Groupcf8ddb68-38ad-460d-b4f5-813b1c005994_urn:local:.:1365

                     731840203.183"



                     /label="JP313"

                     /SECDrawAs="Info only"

                     /SECName="JP313"

     rep_origin      471..926

                     /created_by="User"

                     /label="phage f1 origin of replication"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

     primer_bind     980..1000

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="56.74"

                     /Hairpin="3.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="TCTTCGCTATTACGCCAGCCC"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Group98f9b99e-9408-4564-8d05-995754f0fc42_urn:local:.:1365

                     731840203.183"

                     /label="JP244"

                     /SECDrawAs="Info only"

                     /SECName="JP244"

     CDS             complement(1062..1311)

                     /gene=" Transcriptionally inactive DNA sequence (Promoter



                     filler)"

                     /codon_start=2

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1326..1375

                     /gene="BD6-AS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1388..1416

                     /gene="Csanonical V1"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1419..1423

                     /ApEinfo_fwdcolor="#ffff00"

                     /ApEinfo_revcolor="green"

                     /vntifkey=21

                     /label="Acceptor\Site"

                     /SECDrawAs="Info only"

                     /SECName="Acceptor\Site"

     misc_feature    complement(1419..1423)

                     /created_by="primer3"

                     /annotation_group="13572421940353640000646bd98-feb1-491e-8

                     fb0-a8706067f01d"

                     /%GC="57.9"

                     /Tm="59.6"

                     /Hairpin_Tm="None"

                     /Self_Dimer_Tm="None"

                     /Sequence="TCCCATGTGAAGCCCTGTG"

                     /label="1st reverse primer"



                     /note="Geneious type: primer_bind_reverse"

                     /SECDrawAs="Info only"

                     /SECName="'1st reverse primer"

                     /SECDescr="Geneious type: primer_bind_reverse"

     CDS             1419..1804

                     /created_by="User"

                     /label="ECFP"

                     /codon_start=2

                     
/translation="TGEVRGRHPGEPHRAEGHRLQGGRQHPGAQAGVQRHQRQRLY
HR

                     
RQAEERHQGQLQDPPQHRGRQRAARRPLPAEHPHRRRPRAAARQPLPEHPVQ
AEQRPQ

                     REARSHGPAGVRDRRRDHSRHGRAVQ"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="EC-Ex2"

     misc_signal     1421..1425

                     /label="3' Acceptor\Site"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="3' Acceptor\Site"

     source          1817..1987

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source''''"

     CDS             1817..2266

                     /gene="HSV1-pA"



                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /codon_start=3

                     
/translation="GTLGFEMTDQATPNLPSRDFDSTAAFYERLGFGIVFRDAGWMIL

                     
QRGDLMLEFFAHPRGRLTETRKETIPEGTRAMTAIKRQNKTHGVGSFVHKRG
VRSQGW

                     
HSVDTPPRRHWGQYARVSSFSPPHPPSSGEGPGLAANVGAAGPAIAS"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(join(3346..3867,1..339))

                     /created_by="User"

                     /label="AmpR"

                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"



                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

ORIGIN

        1 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

       61 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag

      121 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaaggat

      181 cttaccgctg ttgagatcca gttcgatgta acccactcgt gcacccaact gatcttcagc

      241 atcttttact ttcaccagcg tttctgggtg agcaaaaaca ggaaggcaaa atgccgcaaa

      301 aaagggaata agggcgacac ggaaatgttg aatactcata ctcttccttt ttcaatatta

      361 ttgaagcatt tatcagggtt attgtctcat gagcggatac atatttgaat gtatttagaa

      421 aaataaacaa ataggggttc cgcgcacatt tccccgaaaa gtgccacctg acgcgccctg

      481 tagcggcgca ttaagcgcgg cgggtgtggt ggttacgcgc agcgtgaccg ctacacttgc

      541 cagcgcccta gcgcccgctc ctttcgcttt cttcccttcc tttctcgcca cgttcgccgg

      601 ctttccccgt caagctctaa atcgggggct ccctttaggg ttccgattta gtgctttacg

      661 gcacctcgac cccaaaaaac ttgattaggg tgatggttca cgtagtgggc catcgccctg

      721 atagacggtt tttcgccctt tgacgttgga gtccacgttc tttaatagtg gactcttgtt

      781 ccaaactgga acaacactca accctatctc ggtctattct tttgatttat aagggatttt

      841 gtcgatttcg gcctattggt taaaaaatga gctgatttaa caaaaattta acgcgaattt

      901 taacaaaata ttaacgctta caatttgcca ttcgccattc aggctgcgca actgttggga

      961 agggcgatcg gtgcgggcct cttcgctatt acgccagccc aagctaccat gataagtaag

     1021 taatattaag gtacgggagg tacttggagg taccctgcag gccctgatgc tcttcgtcca

     1081 gatcatcctg atcgacaaga ccggcttcca tccgagtacg tgctcgctcg atgcgatgtt

     1141 tcgcttggtg gtcgaatggg caggtagccg gatcaagcgt atgcagccgc cgcattgcat

     1201 cagccatgat ggatactttc tcggcaggag caaggtgaga tgacaggaga tcctgccccg

     1261 gcacttcgcc caatagcagc cagtcccttc ccgcttcagt gacaacgtcg aggcgcgccg

     1321 aattcttaat cttgaactat tcttccacac taactcatca tctctattac atacacgggg

     1381 atgggggtac taacttcgag tcttcttttt ttttttatca caggtgaagt tcgagggcga

     1441 caccctggtg aaccgcatcg agctgaaggg catcgacttc aaggaggacg gcaacatcct



     1501 ggggcacaag ctggagtaca acgccatcag cgacaacgtc tatatcaccg ccgacaagca

     1561 gaagaacggc atcaaggcca acttcaagat ccgccacaac atcgaggacg gcagcgtgca

     1621 gctcgccgac cactaccagc agaacacccc catcggcgac ggccccgtgc tgctgcccga

     1681 caaccactac ctgagcaccc agtccaagct gagcaaagac cccaacgaga agcgcgatca

     1741 catggtcctg ctggagttcg tgaccgccgc cgggatcact ctcggcatgg acgagctgta

     1801 caagtaaacc ggtccagcgg gactctaggg ttcgaaatga ccgaccaagc gacgcccaac

     1861 ctgccatcac gagatttcga ttccaccgcc gccttctatg aaaggttggg cttcggaatc

     1921 gttttccggg acgccggctg gatgatcctc cagcgcgggg atctcatgct ggagttcttc

     1981 gcccacccta gggggaggct aactgaaaca cggaaggaga caataccgga aggaacccgc

     2041 gctatgacgg caataaaaag acagaataaa acgcacggtg ttgggtcgtt tgttcataaa

     2101 cgcggggttc ggtcccaggg ctggcactct gtcgataccc caccgagacg ccattggggc

     2161 caatacgccc gcgtttcttc cttttcccca ccccaccccc caagttcggg tgaaggccca

     2221 gggctcgcag ccaacgtcgg ggcggcaggc cctgccatag cctcagctcg agtatgtcga

     2281 ccgatgccct tgagagcctt caacccagtc agctccttcc ggtgggcgcg gggcatgact

     2341 atcgtcgccg cacttatgac tgtcttcttt atcatgcaac tcgtaggaca ggtgccggca

     2401 gcgctcttcc gcttcctcgc tcactgactc gctgcgctcg gtcgttcggc tgcggcgagc

     2461 ggtatcagct cactcaaagg cggtaatacg gttatccaca gaatcagggg ataacgcagg

     2521 aaagaacatg tgagcaaaag gccagcaaaa ggccaggaac cgtaaaaagg ccgcgttgct

     2581 ggcgtttttc cataggctcc gcccccctga cgagcatcac aaaaatcgac gctcaagtca

     2641 gaggtggcga aacccgacag gactataaag ataccaggcg tttccccctg gaagctccct

     2701 cgtgcgctct cctgttccga ccctgccgct taccggatac ctgtccgcct ttctcccttc

     2761 gggaagcgtg gcgctttctc aatgctcacg ctgtaggtat ctcagttcgg tgtaggtcgt

     2821 tcgctccaag ctgggctgtg tgcacgaacc ccccgttcag cccgaccgct gcgccttatc

     2881 cggtaactat cgtcttgagt ccaacccggt aagacacgac ttatcgccac tggcagcagc

     2941 cactggtaac aggattagca gagcgaggta tgtaggcggt gctacagagt tcttgaagtg

     3001 gtggcctaac tacggctaca ctagaaggac agtatttggt atctgcgctc tgctgaagcc

     3061 agttaccttc ggaaaaagag ttggtagctc ttgatccggc aaacaaacca ccgctggtag

     3121 cggtggtttt tttgtttgca agcagcagat tacgcgcaga aaaaaaggat ctcaagaaga

     3181 tcctttgatc ttttctacgg ggtctgacgc tcagtggaac gaaaactcac gttaagggat



     3241 tttggtcatg agattatcaa aaaggatctt cacctagatc cttttaaatt aaaaatgaag

     3301 ttttaaatca atctaaagta tatatgagta aacttggtct gacagttacc aatgcttaat

     3361 cagtgaggca cctatctcag cgatctgtct atttcgttca tccatagttg cctgactccc

     3421 cgtcgtgtag ataactacga tacgggaggg cttaccatct ggccccagtg ctgcaatgat

     3481 accgcgagac ccacgctcac cggctccaga tttatcagca ataaaccagc cagccggaag

     3541 ggccgagcgc agaagtggtc ctgcaacttt atccgcctcc atccagtcta ttaattgttg

     3601 ccgggaagct agagtaagta gttcgccagt taatagtttg cgcaacgttg ttgccattgc

     3661 tacaggcatc gtggtgtcac gctcgtcgtt tggtatggct tcattcagct ccggttccca

     3721 acgatcaagg cgagttacat gatcccccat gttgtgcaaa aaagcggtta gctccttcgg

     3781 tcctccgatc gttgtcagaa gtaagttggc cgcagtgtta tcactcatgg ttatggcagc

     3841 actgcataat tctcttactg tcatgcc

//

pRZ502
LOCUS       pRZ502                  4847 bp    DNA     circular SYN 02-NOV-2025

DEFINITION

ACCESSION   pRZ502

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4847)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     rep_origin      259..714

                     /direction=RIGHT

                     /label=phage f1 origin of replication



                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

     source          433..847

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source'''"

     source          842..847

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /note="color: #ffffff"

                     /SECDrawAs="Info only"

                     /SECName="color''"

                     /SECDescr="color: #ffffff"

     CDS             850..2054

                     /gene="hUbCp"

                     /product="Ubiquitin-C promoter"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2074..2082

                     /gene="KOZAK"

                     /SECDrawAs="Gene"



                     /SECStyleId=1

     CDS             2080..2568

                     /gene="hIL15"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          2570..2573

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="''source'"

     source          join(2574..4847,1..432)

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     CDS             2585..3034

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     gene            complement(join(4114..4847,1..127))

                     /label=AmpR

                     /note="/created_by=""User"""



                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 



LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

ORIGIN

        1 ccactcgtgc acccaactga tcttcagcat cttttacttt caccagcgtt tctgggtgag

       61 caaaaacagg aaggcaaaat gccgcaaaaa agggaataag ggcgacacgg aaatgttgaa

      121 tactcatact cttccttttt caatattatt gaagcattta tcagggttat tgtctcatga

      181 gcggatacat atttgaatgt atttagaaaa ataaacaaat aggggttccg cgcacatttc

      241 cccgaaaagt gccacctgac gcgccctgta gcggcgcatt aagcgcggcg ggtgtggtgg

      301 ttacgcgcag cgtgaccgct acacttgcca gcgccctagc gcccgctcct ttcgctttct

      361 tcccttcctt tctcgccacg ttcgccggct ttccccgtca agctctaaat cgggggctcc

      421 ctttagggtt ccgatttagt gctttacggc acctcgaccc caaaaaactt gattagggtg

      481 atggttcacg tagtgggcca tcgccctgat agacggtttt tcgccctttg acgttggagt

      541 ccacgttctt taatagtgga ctcttgttcc aaactggaac aacactcaac cctatctcgg

      601 tctattcttt tgatttataa gggattttgc cgatttcggc ctattggtta aaaaatgagc

      661 tgatttaaca aaaatttaac gcgaatttta acaaaatatt aacgcttaca atttgccatt

      721 cgccattcag gctgcgcaac tgttgggaag ggcgatcggt gcgggcctct tcgctattac

      781 gccagcccaa gctaccatga taagtaagta atattaaggt acgggaggta cttggaggta

      841 ccctgcaggg cgccgggttt tggcgcctcc cgcgggcgcc cccctcctca cggcgagcgc

      901 tgccacgtca gacgaagggc gcagcgagcg tcctgatcct tccgcccgga cgctcaggac

      961 agcggcccgc tgctcataag actcggcctt agaaccccag tatcagcaga aggacatttt

     1021 aggacgggac ttgggtgact ctagggcact ggttttcttt ccagagagcg gaacaggcga

     1081 ggaaaagtag tcccttctcg gcgattctgc ggagggatct ccgtggggcg gtgaacgccg

     1141 atgattatat aaggacgcgc cgggtgtggc acagctagtt ccgtcgcagc cgggatttgg

     1201 gtcgcggttc ttgtttgtgg atcgctgtga tcgtcacttg gtgagtagcg ggctgctggg

     1261 ctggccgggg ctttcgtggc cgccgggccg ctcggtggga cggaagcgtg tggagagacc



     1321 gccaagggct gtagtctggg tccgcgagca aggttgccct gaactggggg ttggggggag

     1381 cgcagcaaaa tggcggctgt tcccgagtct tgaatggaag acgcttgtga ggcgggctgt

     1441 gaggtcgttg aaacaaggtg gggggcatgg tgggcggcaa gaacccaagg tcttgaggcc

     1501 ttcgctaatg cgggaaagct cttattcggg tgagatgggc tggggcacca tctggggacc

     1561 ctgacgtgaa gtttgtcact gactggagaa ctcggtttgt cgtctgttgc gggggcggca

     1621 gttatggcgg tgccgttggg cagtgcaccc gtacctttgg gagcgcgcgc cctcgtcgtg

     1681 tcgtgacgtc acccgttctg ttggcttata atgcagggtg gggccacctg ccggtaggtg

     1741 tgcggtaggc ttttctccgt cgcaggacgc agggttcggg cctagggtag gctctcctga

     1801 atcgacaggc gccggacctc tggtgagggg agggataagt gaggcgtcag tttctttggt

     1861 cggttttatg tacctatctt cttaagtagc tgaagctccg gttttgaact atgcgctcgg

     1921 ggttggcgag tgtgttttgt gaagtttttt aggcaccttt tgaaatgtaa tcatttgggt

     1981 caatatgtaa ttttcagtgt tagactagta aattgtccgc taaattctgg ccgtttttgg

     2041 cttttttgtt agacggcgcg ccgatccacc ggtgccacca tgagaatttc gaaaccacat

     2101 ttgagaagta tttccatcca gtgctacttg tgtttacttc taaacagtca ttttctaact

     2161 gaagctggca ttcatgtctt cattttgggc tgtttcagtg cagggcttcc taaaacagaa

     2221 gccaactggg tgaatgtaat aagtgatttg aaaaaaattg aagatcttat tcaatctatg

     2281 catattgatg ctactttata tacggaaagt gatgttcacc ccagttgcaa agtaacagca

     2341 atgaagtgct ttctcttgga gttacaagtt atttcacttg agtccggaga tgcaagtatt

     2401 catgatacag tagaaaatct gatcatccta gcaaacaaca gtttgtcttc taatgggaat

     2461 gtaacagaat ctggatgcaa agaatgtgag gaactggagg aaaaaaatat taaagaattt

     2521 ttgcagagtt ttgtacatat tgtccaaatg ttcatcaaca cttcttgagg atccaagctt

     2581 gtaagcggga ctctagggtt cgaaatgacc gaccaagcga cgcccaacct gccatcacga

     2641 gatttcgatt ccaccgccgc cttctatgaa aggttgggct tcggaatcgt tttccgggac

     2701 gccggctgga tgatcctcca gcgcggggat ctcatgctgg agttcttcgc ccaccctagg

     2761 gggaggctaa ctgaaacacg gaaggagaca ataccggaag gaacccgcgc tatgacggca

     2821 ataaaaagac agaataaaac gcacggtgtt gggtcgtttg ttcataaacg cggggttcgg

     2881 tcccagggct ggcactctgt cgatacccca ccgagacgcc attggggcca atacgcccgc

     2941 gtttcttcct tttccccacc ccacccccca agttcgggtg aaggcccagg gctcgcagcc

     3001 aacgtcgggg cggcaggccc tgccatagcc tcagctcgag tatgtcgacc gatgcccttg



     3061 agagccttca acccagtcag ctccttccgg tgggcgcggg gcatgactat cgtcgccgca

     3121 cttatgactg tcttctttat catgcaactc gtaggacagg tgccggcagc gctcttccgc

     3181 ttcctcgctc actgactcgc tgcgctcggt cgttcggctg cggcgagcgg tatcagctca

     3241 ctcaaaggcg gtaatacggt tatccacaga atcaggggat aacgcaggaa agaacatgtg

     3301 agcaaaaggc cagcaaaagg ccaggaaccg taaaaaggcc gcgttgctgg cgtttttcca

     3361 taggctccgc ccccctgacg agcatcacaa aaatcgacgc tcaagtcaga ggtggcgaaa

     3421 cccgacagga ctataaagat accaggcgtt tccccctgga agctccctcg tgcgctctcc

     3481 tgttccgacc ctgccgctta ccggatacct gtccgccttt ctcccttcgg gaagcgtggc

     3541 gctttctcaa tgctcacgct gtaggtatct cagttcggtg taggtcgttc gctccaagct

     3601 gggctgtgtg cacgaacccc ccgttcagcc cgaccgctgc gccttatccg gtaactatcg

     3661 tcttgagtcc aacccggtaa gacacgactt atcgccactg gcagcagcca ctggtaacag

     3721 gattagcaga gcgaggtatg taggcggtgc tacagagttc ttgaagtggt ggcctaacta

     3781 cggctacact agaaggacag tatttggtat ctgcgctctg ctgaagccag ttaccttcgg

     3841 aaaaagagtt ggtagctctt gatccggcaa acaaaccacc gctggtagcg gtggtttttt

     3901 tgtttgcaag cagcagatta cgcgcagaaa aaaaggatct caagaagatc ctttgatctt

     3961 ttctacgggg tctgacgctc agtggaacga aaactcacgt taagggattt tggtcatgag

     4021 attatcaaaa aggatcttca cctagatcct tttaaattaa aaatgaagtt ttaaatcaat

     4081 ctaaagtata tatgagtaaa cttggtctga cagttaccaa tgcttaatca gtgaggcacc

     4141 tatctcagcg atctgtctat ttcgttcatc catagttgcc tgactccccg tcgtgtagat

     4201 aactacgata cgggagggct taccatctgg ccccagtgct gcaatgatac cgcgagaccc

     4261 acgctcaccg gctccagatt tatcagcaat aaaccagcca gccggaaggg ccgagcgcag

     4321 aagtggtcct gcaactttat ccgcctccat ccagtctatt aattgttgcc gggaagctag

     4381 agtaagtagt tcgccagtta atagtttgcg caacgttgtt gccattgcta caggcatcgt

     4441 ggtgtcacgc tcgtcgtttg gtatggcttc attcagctcc ggttcccaac gatcaaggcg

     4501 agttacatga tcccccatgt tgtgcaaaaa agcggttagc tccttcggtc ctccgatcgt

     4561 tgtcagaagt aagttggccg cagtgttatc actcatggtt atggcagcac tgcataattc

     4621 tcttactgtc atgccatccg taagatgctt ttctgtgact ggtgagtact caaccaagtc

     4681 attctgagaa tagtgtatgc ggcgaccgag ttgctcttgc ccggcgtcaa tacgggataa

     4741 taccgcgcca catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt cttcggggcg



     4801 aaaactctca aggatcttac cgctgttgag atccagttcg atgtaac

//

pKRECFP
LOCUS       pKRECFP                 4458 bp    DNA     circular SYN 22-AUG-2025

DEFINITION  CMVp-ECFP control plasmid

ACCESSION   pKRECFP

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4458)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

COMMENT     SECNOTES|

FEATURES             Location/Qualifiers

     primer_bind     434..456

                     /created_by="primer3"

                     /%GC="69.6"

                     /Tm="64.72"

                     /Hairpin="4.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GGGGTTCCGCGCACATTTCCCCG"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin



                     Groupcf8ddb68-38ad-460d-b4f5-813b1c005994_urn:local:.:1365

                     731840203.183"

                     /label="JP313"

                     /SECDrawAs="Info only"

                     /SECName="JP313"

     rep_origin      471..926

                     /created_by="User"

                     /label="phage f1 origin of replication"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

     primer_bind     980..1000

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="56.74"

                     /Hairpin="3.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="TCTTCGCTATTACGCCAGCCC"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Group98f9b99e-9408-4564-8d05-995754f0fc42_urn:local:.:1365

                     731840203.183"

                     /label="JP244"

                     /SECDrawAs="Info only"

                     /SECName="JP244"



     CDS             1062..1651

                     /gene="CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1615..1621

                     /gene="TATA box"

                     /product="From CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1665..1670

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1671..2387

                     /created_by="User"

                     /label="ECFP"

                     /codon_start=3

                     
/translation="GEQGRGAVHRGGAHPGRAGRRRKRPQVQRVRRGRGRCHLRQA
DP

                     
EVHLHHRQAARALAHPRDHPDLGRAVLRPLPRPHEAARLLQVRHARRLRPG
AHHLLQG

                     
RRQLQDPRRGEVRGRHPGEPHRAEGHRLQGGRQHPGAQAGVQRHQRQRLY
HRRQAEER

                     
HQGQLQDPPQHRGRQRAARRPLPAEHPHRRRPRAAARQPLPEHPVQAEQRPQ
REARSH

                     GPAGVRDRRRDHSRHGRAVQ"

                     /SECDrawAs="Gene"

                     /SECStyleId=1



                     /SECName="ECFP"

     CDS             2408..2857

                     /gene="HSV1-pA"

                     /label="HSV1-pA CDS"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

     gene            complement(join(3937..4458,1..339))

                     /created_by="User"

                     /label="AmpR"

                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

ORIGIN

        1 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

       61 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag



      121 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaaggat

      181 cttaccgctg ttgagatcca gttcgatgta acccactcgt gcacccaact gatcttcagc

      241 atcttttact ttcaccagcg tttctgggtg agcaaaaaca ggaaggcaaa atgccgcaaa

      301 aaagggaata agggcgacac ggaaatgttg aatactcata ctcttccttt ttcaatatta

      361 ttgaagcatt tatcagggtt attgtctcat gagcggatac atatttgaat gtatttagaa

      421 aaataaacaa ataggggttc cgcgcacatt tccccgaaaa gtgccacctg acgcgccctg

      481 tagcggcgca ttaagcgcgg cgggtgtggt ggttacgcgc agcgtgaccg ctacacttgc

      541 cagcgcccta gcgcccgctc ctttcgcttt cttcccttcc tttctcgcca cgttcgccgg

      601 ctttccccgt caagctctaa atcgggggct ccctttaggg ttccgattta gtgctttacg

      661 gcacctcgac cccaaaaaac ttgattaggg tgatggttca cgtagtgggc catcgccctg

      721 atagacggtt tttcgccctt tgacgttgga gtccacgttc tttaatagtg gactcttgtt

      781 ccaaactgga acaacactca accctatctc ggtctattct tttgatttat aagggatttt

      841 gtcgatttcg gcctattggt taaaaaatga gctgatttaa caaaaattta acgcgaattt

      901 taacaaaata ttaacgctta caatttgcca ttcgccattc aggctgcgca actgttggga

      961 agggcgatcg gtgcgggcct cttcgctatt acgccagccc aagctaccat gataagtaag

     1021 taatattaag gtacgggagg tacttggagg taccctgcag gtagttatta atagtaatca

     1081 attacggggt cattagttca tagcccatat atggagttcc gcgttacata acttacggta

     1141 aatggcccgc ctggctgacc gcccaacgac ccccgcccat tgacgtcaat aatgacgtat

     1201 gttcccatag taacgccaat agggactttc cattgacgtc aatgggtgga gtatttacgg

     1261 taaactgccc acttggcagt acatcaagtg tatcatatgc caagtacgcc ccctattgac

     1321 gtcaatgacg gtaaatggcc cgcctggcat tatgcccagt acatgacctt atgggacttt

     1381 cctacttggc agtacatcta cgtattagtc atcgctatta ccatggtgat gcggttttgg

     1441 cagtacatca atgggcgtgg atagcggttt gactcacggg gatttccaag tctccacccc

     1501 attgacgtca atgggagttt gttttggcac caaaatcaac gggactttcc aaaatgtcgt

     1561 aacaactccg ccccattgac gcaaatgggc ggtaggcgtg tacggtggga ggtctatata

     1621 agcagagctg gtttagtgaa ccgtcagatc cggcgcgcca gctcgccacc atggtgagca

     1681 agggcgagga gctgttcacc ggggtggtgc ccatcctggt cgagctggac ggcgacgtaa

     1741 acggccacaa gttcagcgtg tccggcgagg gcgagggcga tgccacctac ggcaagctga

     1801 ccctgaagtt catctgcacc accggcaagc tgcccgtgcc ctggcccacc ctcgtgacca



     1861 ccctgacctg gggcgtgcag tgcttcgccc gctaccccga ccacatgaag cagcacgact

     1921 tcttcaagtc cgccatgccc gaaggctacg tccaggagcg caccatcttc ttcaaggacg

     1981 acggcaacta caagacccgc gccgaggtga agttcgaggg cgacaccctg gtgaaccgca

     2041 tcgagctgaa gggcatcgac ttcaaggagg acggcaacat cctggggcac aagctggagt

     2101 acaacgccat cagcgacaac gtctatatca ccgccgacaa gcagaagaac ggcatcaagg

     2161 ccaacttcaa gatccgccac aacatcgagg acggcagcgt gcagctcgcc gaccactacc

     2221 agcagaacac ccccatcggc gacggccccg tgctgctgcc cgacaaccac tacctgagca

     2281 cccagtccaa gctgagcaaa gaccccaacg agaagcgcga tcacatggtc ctgctggagt

     2341 tcgtgaccgc cgccgggatc actctcggca tggacgagct gtacaagtaa aggatccaag

     2401 cttgtaagcg ggactctagg gttcgaaatg accgaccaag cgacgcccaa cctgccatca

     2461 cgagatttcg attccaccgc cgccttctat gaaaggttgg gcttcggaat cgttttccgg

     2521 gacgccggct ggatgatcct ccagcgcggg gatctcatgc tggagttctt cgcccaccct

     2581 agggggaggc taactgaaac acggaaggag acaataccgg aaggaacccg cgctatgacg

     2641 gcaataaaaa gacagaataa aacgcacggt gttgggtcgt ttgttcataa acgcggggtt

     2701 cggtcccagg gctggcactc tgtcgatacc ccaccgagac gccattgggg ccaatacgcc

     2761 cgcgtttctt ccttttcccc accccacccc ccaagttcgg gtgaaggccc agggctcgca

     2821 gccaacgtcg gggcggcagg ccctgccata gcctcagctc gagtatgtcg accgatgccc

     2881 ttgagagcct tcaacccagt cagctccttc cggtgggcgc ggggcatgac tatcgtcgcc

     2941 gcacttatga ctgtcttctt tatcatgcaa ctcgtaggac aggtgccggc agcgctcttc

     3001 cgcttcctcg ctcactgact cgctgcgctc ggtcgttcgg ctgcggcgag cggtatcagc

     3061 tcactcaaag gcggtaatac ggttatccac agaatcaggg gataacgcag gaaagaacat

     3121 gtgagcaaaa ggccagcaaa aggccaggaa ccgtaaaaag gccgcgttgc tggcgttttt

     3181 ccataggctc cgcccccctg acgagcatca caaaaatcga cgctcaagtc agaggtggcg

     3241 aaacccgaca ggactataaa gataccaggc gtttccccct ggaagctccc tcgtgcgctc

     3301 tcctgttccg accctgccgc ttaccggata cctgtccgcc tttctccctt cgggaagcgt

     3361 ggcgctttct caatgctcac gctgtaggta tctcagttcg gtgtaggtcg ttcgctccaa

     3421 gctgggctgt gtgcacgaac cccccgttca gcccgaccgc tgcgccttat ccggtaacta

     3481 tcgtcttgag tccaacccgg taagacacga cttatcgcca ctggcagcag ccactggtaa

     3541 caggattagc agagcgaggt atgtaggcgg tgctacagag ttcttgaagt ggtggcctaa



     3601 ctacggctac actagaagga cagtatttgg tatctgcgct ctgctgaagc cagttacctt

     3661 cggaaaaaga gttggtagct cttgatccgg caaacaaacc accgctggta gcggtggttt

     3721 ttttgtttgc aagcagcaga ttacgcgcag aaaaaaagga tctcaagaag atcctttgat

     3781 cttttctacg gggtctgacg ctcagtggaa cgaaaactca cgttaaggga ttttggtcat

     3841 gagattatca aaaaggatct tcacctagat ccttttaaat taaaaatgaa gttttaaatc

     3901 aatctaaagt atatatgagt aaacttggtc tgacagttac caatgcttaa tcagtgaggc

     3961 acctatctca gcgatctgtc tatttcgttc atccatagtt gcctgactcc ccgtcgtgta

     4021 gataactacg atacgggagg gcttaccatc tggccccagt gctgcaatga taccgcgaga

     4081 cccacgctca ccggctccag atttatcagc aataaaccag ccagccggaa gggccgagcg

     4141 cagaagtggt cctgcaactt tatccgcctc catccagtct attaattgtt gccgggaagc

     4201 tagagtaagt agttcgccag ttaatagttt gcgcaacgtt gttgccattg ctacaggcat

     4261 cgtggtgtca cgctcgtcgt ttggtatggc ttcattcagc tccggttccc aacgatcaag

     4321 gcgagttaca tgatccccca tgttgtgcaa aaaagcggtt agctccttcg gtcctccgat

     4381 cgttgtcaga agtaagttgg ccgcagtgtt atcactcatg gttatggcag cactgcataa

     4441 ttctcttact gtcatgcc

//

pKRmKate2
LOCUS       pKRmKate2               4463 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pKRmKate2

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4463)

  AUTHORS   Self

  JOURNAL   Unpublished.



COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     source          1..352

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="source''''''"

     source          353..423

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     CDS             426..1015

                     /gene="CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             979..985

                     /gene="TATA box"

                     /product="From CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     source          1018..1037

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source'''"

     misc_signal     1029..1034

                     /label=KOZAK



                     /note="/created_by=""User"""

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="KOZAK"

                     /SECDescr="/created_by=""User""color: #cc0000; direction: RIGHT"

     CDS             1038..1746

                     /gene="mKate2"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     misc_feature    1750..1772

                     /created_by="User"

                     /label="linker"

                     /translation="PLATSVP"

                     /SECDrawAs="Region"

                     /SECStyleId=1

                     /SECName="linker"

     CDS             1774..2223

                     /gene="HSV1-pA"

                     /label=HSV1-pA

                     /label=HSV1-pA CDS

                     /note="color: #cc0000; direction: RIGHT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

                     /SECDescr="color: #cc0000; direction: RIGHT"

     source          1774..2232

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"



                     /SECDrawAs="Info only"

                     /SECName="'source'"

     source          2233..4463

                     /organism="synthetic DNA construct"

                     /mol_type="other DNA"

                     /SECDrawAs="Info only"

                     /SECName="'source"

     gene            complement(3298..4158)

                     /label=AmpR

                     /note="/created_by=""User"""

                     
/note="/translation=""MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAED

                     Q 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RI

                     HYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF
L

                     HNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLID

                     WMEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGS

                     QATMDERNR QIAEIGASLIKHW"""

                     /note="color: #cc0000; direction: LEFT"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

                     
/SECDescr="/created_by=""User""/translation=""MSIQHFRVALIPFFAAFCLPVFA
HPETLVKVKDAEDQ 
LGARVGYIELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGR
RIHYS 
QNDLVEYSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAF



LHNMGD 
HVTRLDRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDW
MEADKV 
AGPLLRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATM
DERNR QIAEIGASLIKHW""color: #cc0000; direction: LEFT"

     rep_origin      join(4290..4463,1..282)

                     /direction=RIGHT

                     /label=phage f1 origin of replication

                     /note="/created_by=""User"""

                     /note="/translation=""TRPVAAH"""

                     /note="color: #cc0000"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

                     /SECDescr="/created_by=""User""/translation=""TRPVAAH""color: 
#cc0000"

ORIGIN

        1 gatttagtgc tttacggcac ctcgacccca aaaaacttga ttagggtgat ggttcacgta

       61 gtgggccatc gccctgatag acggtttttc gccctttgac gttggagtcc acgttcttta

      121 atagtggact cttgttccaa actggaacaa cactcaaccc tatctcggtc tattcttttg

      181 atttataagg gattttgccg atttcggcct attggttaaa aaatgagctg atttaacaaa

      241 aatttaacgc gaattttaac aaaatattaa cgcttacaat ttgccattcg ccattcaggc

      301 tgcgcaactg ttgggaaggg cgatcggtgc gggcctcttc gctattacgc cagcccaagc

      361 taccatgata agtaagtaat attaaggtac gggaggtact tggaggtacc cggccgccct

      421 gcaggtagtt attaatagta atcaattacg gggtcattag ttcatagccc atatatggag

      481 ttccgcgtta cataacttac ggtaaatggc ccgcctggct gaccgcccaa cgacccccgc

      541 ccattgacgt caataatgac gtatgttccc atagtaacgc caatagggac tttccattga

      601 cgtcaatggg tggagtattt acggtaaact gcccacttgg cagtacatca agtgtatcat

      661 atgccaagta cgccccctat tgacgtcaat gacggtaaat ggcccgcctg gcattatgcc

      721 cagtacatga ccttatggga ctttcctact tggcagtaca tctacgtatt agtcatcgct



      781 attaccatgg tgatgcggtt ttggcagtac atcaatgggc gtggatagcg gtttgactca

      841 cggggatttc caagtctcca ccccattgac gtcaatggga gtttgttttg gcaccaaaat

      901 caacgggact ttccaaaatg tcgtaacaac tccgccccat tgacgcaaat gggcggtagg

      961 cgtgtacggt gggaggtcta tataagcaga gctggtttag tgaaccgtca gatccggcgc

     1021 gccagctcgc caccatggtg tctaagggcg aagagctgat taaggagaac atgcacatga

     1081 agctgtacat ggagggcacc gtgaacaacc accacttcaa gtgcacatcc gagggcgaag

     1141 gcaagcccta cgagggcacc cagaccatga gaatcaaggt ggtcgagggc ggccctctcc

     1201 ccttcgcctt cgacatcctg gctaccagct tcatgtacgg cagcaaaacc ttcatcaacc

     1261 acacccaggg catccccgac ttctttaagc agtccttccc tgagggcttc acatgggaga

     1321 gagtcaccac atacgaagac gggggcgtgc tgaccgctac ccaggacacc agcctccagg

     1381 acggctgcct catctacaac gtcaagatca gaggggtgaa cttcccatcc aacggccctg

     1441 tgatgcagaa gaaaacactc ggctgggagg cctccaccga gatgctgtac cccgctgacg

     1501 gcggcctgga aggcagaagc gacatggccc tgaagctcgt gggcgggggc cacctgatct

     1561 gcaacttgaa gaccacatac agatccaaga aacccgctaa gaacctcaag atgcccggcg

     1621 tctactatgt ggacagaaga ctggaaagaa tcaaggaggc cgacaaagag acctacgtcg

     1681 agcagcacga ggtggctgtg gccagatact gcgacctccc tagcaaactg gggcacaaac

     1741 ttaattaagc ctctggccac atcggttcct gccgcgggac tctggggttc gaaatgaccg

     1801 accaagcgac gcccaacctg ccatcacgag atttcgattc caccgccgcc ttctatgaaa

     1861 ggttgggctt cggaatcgtt ttccgggacg ccggctggat gatcctccag cgcggggatc

     1921 tcatgctgga gttcttcgcc caccctaggg ggaggctaac tgaaacacgg aaggagacaa

     1981 taccggaagg aacccgcgct atgacggcaa taaaaagaca gaataaaacg cacggtgttg

     2041 ggtcgtttgt tcataaacgc ggggttcggt cccagggctg gcactctgtc gataccccac

     2101 cgagacgcca ttggggccaa tacgcccgcg tttcttcctt ttccccaccc caccccccaa

     2161 gttcgggtga aggcccaggg ctcgcagcca acgtcggggc ggcaggccct gccatagcct

     2221 caggtatgtc gaccgatgcc cttgagagcc ttcaacccag tcagctcctt ccggtgggcg

     2281 cggggcatga ctatcgtcgc cgcacttatg actgtcttct ttatcatgca actcgtagga

     2341 caggtgccgg cagcgctctt ccgcttcctc gctcactgac tcgctgcgct cggtcgttcg

     2401 gctgcggcga gcggtatcag ctcactcaaa ggcggtaata cggttatcca cagaatcagg

     2461 ggataacgca ggaaagaaca tgtgagcaaa aggccagcaa aaggccagga accgtaaaaa



     2521 ggccgcgttg ctggcgtttt tccataggct ccgcccccct gacgagcatc acaaaaatcg

     2581 acgctcaagt cagaggtggc gaaacccgac aggactataa agataccagg cgtttccccc

     2641 tggaagctcc ctcgtgcgct ctcctgttcc gaccctgccg cttaccggat acctgtccgc

     2701 ctttctccct tcgggaagcg tggcgctttc tcaatgctca cgctgtaggt atctcagttc

     2761 ggtgtaggtc gttcgctcca agctgggctg tgtgcacgaa ccccccgttc agcccgaccg

     2821 ctgcgcctta tccggtaact atcgtcttga gtccaacccg gtaagacacg acttatcgcc

     2881 actggcagca gccactggta acaggattag cagagcgagg tatgtaggcg gtgctacaga

     2941 gttcttgaag tggtggccta actacggcta cactagaagg acagtatttg gtatctgcgc

     3001 tctgctgaag ccagttacct tcggaaaaag agttggtagc tcttgatccg gcaaacaaac

     3061 caccgctggt agcggtggtt tttttgtttg caagcagcag attacgcgca gaaaaaaagg

     3121 atctcaagaa gatcctttga tcttttctac ggggtctgac gctcagtgga acgaaaactc

     3181 acgttaaggg attttggtca tgagattatc aaaaaggatc ttcacctaga tccttttaaa

     3241 ttaaaaatga agttttaaat caatctaaag tatatatgag taaacttggt ctgacagtta

     3301 ccaatgctta atcagtgagg cacctatctc agcgatctgt ctatttcgtt catccatagt

     3361 tgcctgactc cccgtcgtgt agataactac gatacgggag ggcttaccat ctggccccag

     3421 tgctgcaatg ataccgcgag acccacgctc accggctcca gatttatcag caataaacca

     3481 gccagccgga agggccgagc gcagaagtgg tcctgcaact ttatccgcct ccatccagtc

     3541 tattaattgt tgccgggaag ctagagtaag tagttcgcca gttaatagtt tgcgcaacgt

     3601 tgttgccatt gctacaggca tcgtggtgtc acgctcgtcg tttggtatgg cttcattcag

     3661 ctccggttcc caacgatcaa ggcgagttac atgatccccc atgttgtgca aaaaagcggt

     3721 tagctccttc ggtcctccga tcgttgtcag aagtaagttg gccgcagtgt tatcactcat

     3781 ggttatggca gcactgcata attctcttac tgtcatgcca tccgtaagat gcttttctgt

     3841 gactggtgag tactcaacca agtcattctg agaatagtgt atgcggcgac cgagttgctc

     3901 ttgcccggcg tcaatacggg ataataccgc gccacatagc agaactttaa aagtgctcat

     3961 cattggaaaa cgttcttcgg ggcgaaaact ctcaaggatc ttaccgctgt tgagatccag

     4021 ttcgatgtaa cccactcgtg cacccaactg atcttcagca tcttttactt tcaccagcgt

     4081 ttctgggtga gcaaaaacag gaaggcaaaa tgccgcaaaa aagggaataa gggcgacacg

     4141 gaaatgttga atactcatac tcttcctttt tcaatattat tgaagcattt atcagggtta

     4201 ttgtctcatg agcggataca tatttgaatg tatttagaaa aataaacaaa taggggttcc



     4261 gcgcacattt ccccgaaaag tgccacctga cgcgccctgt agcggcgcat taagcgcggc

     4321 gggtgtggtg gttacgcgca gcgtgaccgc tacacttgcc agcgccctag cgcccgctcc

     4381 tttcgctttc ttcccttcct ttctcgccac gttcgccggc tttccccgtc aagctctaaa

     4441 tcgggggctc cctttagggt tcc

//

pKREYFP
LOCUS       pKREYFP                 4446 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pKREYFP

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4446)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     primer_bind     434..456

                     /created_by="primer3"

                     /%GC="69.6"

                     /Tm="64.72"

                     /Hairpin="4.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GGGGTTCCGCGCACATTTCCCCG"



                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Groupcf8ddb68-38ad-460d-b4f5-813b1c005994_urn:local:.:1365

                     731840203.183"

                     /label="JP313"

                     /SECDrawAs="Info only"

                     /SECName="JP313"

     rep_origin      471..926

                     /created_by="User"

                     /label="phage f1 origin of replication"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

     primer_bind     980..1000

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="56.74"

                     /Hairpin="3.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="TCTTCGCTATTACGCCAGCCC"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Group98f9b99e-9408-4564-8d05-995754f0fc42_urn:local:.:1365

                     731840203.183"

                     /label="JP244"



                     /SECDrawAs="Info only"

                     /SECName="JP244"

     CDS             1062..1651

                     /gene="CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1615..1621

                     /gene="TATA box"

                     /product="From CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1666..1675

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1673..2374

                     /gene="EYFP"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2396..2845

                     /gene="HSV1-pA"

                     /label="HSV1-pA CDS"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

     gene            complement(join(3925..4446,1..339))

                     /created_by="User"

                     /label="AmpR"



                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

ORIGIN

        1 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

       61 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag

      121 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaaggat

      181 cttaccgctg ttgagatcca gttcgatgta acccactcgt gcacccaact gatcttcagc

      241 atcttttact ttcaccagcg tttctgggtg agcaaaaaca ggaaggcaaa atgccgcaaa

      301 aaagggaata agggcgacac ggaaatgttg aatactcata ctcttccttt ttcaatatta

      361 ttgaagcatt tatcagggtt attgtctcat gagcggatac atatttgaat gtatttagaa

      421 aaataaacaa ataggggttc cgcgcacatt tccccgaaaa gtgccacctg acgcgccctg

      481 tagcggcgca ttaagcgcgg cgggtgtggt ggttacgcgc agcgtgaccg ctacacttgc

      541 cagcgcccta gcgcccgctc ctttcgcttt cttcccttcc tttctcgcca cgttcgccgg

      601 ctttccccgt caagctctaa atcgggggct ccctttaggg ttccgattta gtgctttacg

      661 gcacctcgac cccaaaaaac ttgattaggg tgatggttca cgtagtgggc catcgccctg

      721 atagacggtt tttcgccctt tgacgttgga gtccacgttc tttaatagtg gactcttgtt



      781 ccaaactgga acaacactca accctatctc ggtctattct tttgatttat aagggatttt

      841 gtcgatttcg gcctattggt taaaaaatga gctgatttaa caaaaattta acgcgaattt

      901 taacaaaata ttaacgctta caatttgcca ttcgccattc aggctgcgca actgttggga

      961 agggcgatcg gtgcgggcct cttcgctatt acgccagccc aagctaccat gataagtaag

     1021 taatattaag gtacgggagg tacttggagg taccctgcag gtagttatta atagtaatca

     1081 attacggggt cattagttca tagcccatat atggagttcc gcgttacata acttacggta

     1141 aatggcccgc ctggctgacc gcccaacgac ccccgcccat tgacgtcaat aatgacgtat

     1201 gttcccatag taacgccaat agggactttc cattgacgtc aatgggtgga gtatttacgg

     1261 taaactgccc acttggcagt acatcaagtg tatcatatgc caagtacgcc ccctattgac

     1321 gtcaatgacg gtaaatggcc cgcctggcat tatgcccagt acatgacctt atgggacttt

     1381 cctacttggc agtacatcta cgtattagtc atcgctatta ccatggtgat gcggttttgg

     1441 cagtacatca atgggcgtgg atagcggttt gactcacggg gatttccaag tctccacccc

     1501 attgacgtca atgggagttt gttttggcac caaaatcaac gggactttcc aaaatgtcgt

     1561 aacaactccg ccccattgac gcaaatgggc ggtaggcgtg tacggtggga ggtctatata

     1621 agcagagctg gtttagtgaa ccgtcagatc cggggatcca ccggtcgcca ccatgagcag

     1681 cggcgccctg ctgttccacg gcaagatccc ctacgtggtg gagatggagg gcgatgtgga

     1741 tggccacacc ttcagcatcc gcggtaaggg ctacggcgat gccagcgtgg gcaaggtgga

     1801 tgcccagttc atctgcacca ccggcgatgt gcccgtgccc tggagcaccc tggtgaccac

     1861 cctgacctac ggcgcccagt gcttcgccaa gtacggcccc gagctgaagg atttctacaa

     1921 gagctgcatg cccgatggct acgtgcagga gcgcaccatc accttcgagg gcgatggcaa

     1981 tttcaagacc cgcgccgagg tgaccttcga gaatggcagc gtgtacaatc gcgtgaagct

     2041 gaatggccag ggcttcaaga aggatggcca cgtgctgggc aagaatctgg agttcaattt

     2101 caccccccac tgcctgtaca tctggggcga tcaggccaat cacggcctga agagcgcctt

     2161 caagatctgc cacgagatcg ccggcagcaa gggcgatttc atcgtggccg atcacaccca

     2221 gatgaatacc cccatcggcg gcggccccgt gcacgtgccc gagtaccacc acatgagcta

     2281 ccacgtgaag ctgagcaagg atgtgaccga tcaccgcgat aatatgagcc tgacggagac

     2341 cgtgcgcgcc gtggattgcc gcaagaccta cctgtaagaa ttcgcaagct tgtaagcggg

     2401 actctagggt tcgaaatgac cgaccaagcg acgcccaacc tgccatcacg agatttcgat

     2461 tccaccgccg ccttctatga aaggttgggc ttcggaatcg ttttccggga cgccggctgg



     2521 atgatcctcc agcgcgggga tctcatgctg gagttcttcg cccaccctag ggggaggcta

     2581 actgaaacac ggaaggagac aataccggaa ggaacccgcg ctatgacggc aataaaaaga

     2641 cagaataaaa cgcacggtgt tgggtcgttt gttcataaac gcggggttcg gtcccagggc

     2701 tggcactctg tcgatacccc accgagacgc cattggggcc aatacgcccg cgtttcttcc

     2761 ttttccccac cccacccccc aagttcgggt gaaggcccag ggctcgcagc caacgtcggg

     2821 gcggcaggcc ctgccatagc ctcagctcga gtatgtcgac cgatgccctt gagagccttc

     2881 aacccagtca gctccttccg gtgggcgcgg ggcatgacta tcgtcgccgc acttatgact

     2941 gtcttcttta tcatgcaact cgtaggacag gtgccggcag cgctcttccg cttcctcgct

     3001 cactgactcg ctgcgctcgg tcgttcggct gcggcgagcg gtatcagctc actcaaaggc

     3061 ggtaatacgg ttatccacag aatcagggga taacgcagga aagaacatgt gagcaaaagg

     3121 ccagcaaaag gccaggaacc gtaaaaaggc cgcgttgctg gcgtttttcc ataggctccg

     3181 cccccctgac gagcatcaca aaaatcgacg ctcaagtcag aggtggcgaa acccgacagg

     3241 actataaaga taccaggcgt ttccccctgg aagctccctc gtgcgctctc ctgttccgac

     3301 cctgccgctt accggatacc tgtccgcctt tctcccttcg ggaagcgtgg cgctttctca

     3361 atgctcacgc tgtaggtatc tcagttcggt gtaggtcgtt cgctccaagc tgggctgtgt

     3421 gcacgaaccc cccgttcagc ccgaccgctg cgccttatcc ggtaactatc gtcttgagtc

     3481 caacccggta agacacgact tatcgccact ggcagcagcc actggtaaca ggattagcag

     3541 agcgaggtat gtaggcggtg ctacagagtt cttgaagtgg tggcctaact acggctacac

     3601 tagaaggaca gtatttggta tctgcgctct gctgaagcca gttaccttcg gaaaaagagt

     3661 tggtagctct tgatccggca aacaaaccac cgctggtagc ggtggttttt ttgtttgcaa

     3721 gcagcagatt acgcgcagaa aaaaaggatc tcaagaagat cctttgatct tttctacggg

     3781 gtctgacgct cagtggaacg aaaactcacg ttaagggatt ttggtcatga gattatcaaa

     3841 aaggatcttc acctagatcc ttttaaatta aaaatgaagt tttaaatcaa tctaaagtat

     3901 atatgagtaa acttggtctg acagttacca atgcttaatc agtgaggcac ctatctcagc

     3961 gatctgtcta tttcgttcat ccatagttgc ctgactcccc gtcgtgtaga taactacgat

     4021 acgggagggc ttaccatctg gccccagtgc tgcaatgata ccgcgagacc cacgctcacc

     4081 ggctccagat ttatcagcaa taaaccagcc agccggaagg gccgagcgca gaagtggtcc

     4141 tgcaacttta tccgcctcca tccagtctat taattgttgc cgggaagcta gagtaagtag

     4201 ttcgccagtt aatagtttgc gcaacgttgt tgccattgct acaggcatcg tggtgtcacg



     4261 ctcgtcgttt ggtatggctt cattcagctc cggttcccaa cgatcaaggc gagttacatg

     4321 atcccccatg ttgtgcaaaa aagcggttag ctccttcggt cctccgatcg ttgtcagaag

     4381 taagttggcc gcagtgttat cactcatggt tatggcagca ctgcataatt ctcttactgt

     4441 catgcc

//

pKRSirius
LOCUS       pKRSirius_              4452 bp    DNA     circular SYN 22-AUG-2025

DEFINITION

ACCESSION   pKRSirius_

KEYWORDS    .

SOURCE      Unknown.

  ORGANISM  Unknown

            Unclassified.

REFERENCE   1  (bases 1 to 4452)

  AUTHORS   Self

  JOURNAL   Unpublished.

COMMENT     SECID/File created by Clone Manager, Scientific & Educational 
Software

FEATURES             Location/Qualifiers

     primer_bind     434..456

                     /created_by="primer3"

                     /%GC="69.6"

                     /Tm="64.72"

                     /Hairpin="4.0"

                     /Primer-Dimer="4.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="GGGGTTCCGCGCACATTTCCCCG"



                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Groupcf8ddb68-38ad-460d-b4f5-813b1c005994_urn:local:.:1365

                     731840203.183"

                     /label="JP313"

                     /SECDrawAs="Info only"

                     /SECName="JP313"

     rep_origin      471..926

                     /created_by="User"

                     /label="phage f1 origin of replication"

                     /translation="TRPVAAH"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="phage f1 origin of replication"

     primer_bind     980..1000

                     /created_by="primer3"

                     /%GC="57.1"

                     /Tm="56.74"

                     /Hairpin="3.0"

                     /Primer-Dimer="0.0"

                     /Monovalent_Salt_Concentration="50.0"

                     /Divalent_Salt_Concentration="0.0"

                     /DNTP_Concentration="0.0"

                     /Sequence="TCTTCGCTATTACGCCAGCCC"

                     /Mismatches=0

                     /annotation_group="PrimerPlugin

                     Group98f9b99e-9408-4564-8d05-995754f0fc42_urn:local:.:1365

                     731840203.183"

                     /label="JP244"



                     /SECDrawAs="Info only"

                     /SECName="JP244"

     CDS             1062..1651

                     /gene="CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1615..1621

                     /gene="TATA box"

                     /product="From CMVp"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1659..1664

                     /gene="KOZAK"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             1665..2384

                     /gene="Sirius"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

     CDS             2402..2851

                     /gene="HSV1-pA"

                     /label="HSV1-pA CDS"

                     /translation="AGL"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="HSV1-pA"

     gene            complement(join(3931..4452,1..339))

                     /created_by="User"

                     /label="AmpR"



                     
/translation="MSIQHFRVALIPFFAAFCLPVFAHPETLVKVKDAEDQLGARVGY

                     
IELDLNSGKILESFRPEERFPMMSTFKVLLCGAVLSRIDAGQEQLGRRIHYSQN
DLVE

                     
YSPVTEKHLTDGMTVRELCSAAITMSDNTAANLLLTTIGGPKELTAFLHNMGD
HVTRL

                     
DRWEPELNEAIPNDERDTTMPVAMATTLRKLLTGELLTLASRQQLIDWMEAD
KVAGPL

                     
LRSALPAGWFIADKSGAGERGSRGIIAALGPDGKPSRIVVIYTTGSQATMDERN
RQIA

                     EIGASLIKHW"

                     /SECDrawAs="Gene"

                     /SECStyleId=1

                     /SECName="AmpR"

ORIGIN

        1 atccgtaaga tgcttttctg tgactggtga gtactcaacc aagtcattct gagaatagtg

       61 tatgcggcga ccgagttgct cttgcccggc gtcaatacgg gataataccg cgccacatag

      121 cagaacttta aaagtgctca tcattggaaa acgttcttcg gggcgaaaac tctcaaggat

      181 cttaccgctg ttgagatcca gttcgatgta acccactcgt gcacccaact gatcttcagc

      241 atcttttact ttcaccagcg tttctgggtg agcaaaaaca ggaaggcaaa atgccgcaaa

      301 aaagggaata agggcgacac ggaaatgttg aatactcata ctcttccttt ttcaatatta

      361 ttgaagcatt tatcagggtt attgtctcat gagcggatac atatttgaat gtatttagaa

      421 aaataaacaa ataggggttc cgcgcacatt tccccgaaaa gtgccacctg acgcgccctg

      481 tagcggcgca ttaagcgcgg cgggtgtggt ggttacgcgc agcgtgaccg ctacacttgc

      541 cagcgcccta gcgcccgctc ctttcgcttt cttcccttcc tttctcgcca cgttcgccgg

      601 ctttccccgt caagctctaa atcgggggct ccctttaggg ttccgattta gtgctttacg

      661 gcacctcgac cccaaaaaac ttgattaggg tgatggttca cgtagtgggc catcgccctg

      721 atagacggtt tttcgccctt tgacgttgga gtccacgttc tttaatagtg gactcttgtt



      781 ccaaactgga acaacactca accctatctc ggtctattct tttgatttat aagggatttt

      841 gtcgatttcg gcctattggt taaaaaatga gctgatttaa caaaaattta acgcgaattt

      901 taacaaaata ttaacgctta caatttgcca ttcgccattc aggctgcgca actgttggga

      961 agggcgatcg gtgcgggcct cttcgctatt acgccagccc aagctaccat gataagtaag

     1021 taatattaag gtacgggagg tacttggagg taccctgcag gtagttatta atagtaatca

     1081 attacggggt cattagttca tagcccatat atggagttcc gcgttacata acttacggta

     1141 aatggcccgc ctggctgacc gcccaacgac ccccgcccat tgacgtcaat aatgacgtat

     1201 gttcccatag taacgccaat agggactttc cattgacgtc aatgggtgga gtatttacgg

     1261 taaactgccc acttggcagt acatcaagtg tatcatatgc caagtacgcc ccctattgac

     1321 gtcaatgacg gtaaatggcc cgcctggcat tatgcccagt acatgacctt atgggacttt

     1381 cctacttggc agtacatcta cgtattagtc atcgctatta ccatggtgat gcggttttgg

     1441 cagtacatca atgggcgtgg atagcggttt gactcacggg gatttccaag tctccacccc

     1501 attgacgtca atgggagttt gttttggcac caaaatcaac gggactttcc aaaatgtcgt

     1561 aacaactccg ccccattgac gcaaatgggc ggtaggcgtg tacggtggga ggtctatata

     1621 agcagagctg gtttagtgaa ccgtcagatc cgggatccgc caccatggtg agcaagggcg

     1681 aggagctgtt caccggggtg gtgcccatcc tggtcgagct ggacggcgac gtaaacggcc

     1741 acaggttcag cgtgtccggc gagggcgagg gcgatgccac ctacggcaag ctgaccctga

     1801 agctcatctg caccaccggc aagctgcccg tgccctggcc caccctcgtg accaccctgc

     1861 aattcggcgt gctgtgcttc gcccgctacc ccgaccacat gaagcagcac gacttcttca

     1921 agtccgccat gcccgaaggc tacgtccagg agcgtaccat cttcttcaag gacgacggca

     1981 actacaagac ccgcgccgag gtgaagttcg agggcgacac cctggtgaac cgcatcgagc

     2041 tgaagggcat cgacttcaag gaggacggca acatcctggg gcacaagctg gagtacaacg

     2101 ggataagctc aaacgtatat atcaccgccg acaagcagaa gaacggcatc aaggcccact

     2161 tcaagatccg ccacaacatc gaggacggcg gcgtgcagct cgccgaccac taccagcaga

     2221 acacccccat cggcgacggc cccgtgctgc tgcccgacaa ccactacctg agcgtccagt

     2281 ccaagctgag caaagacccc aacgagaagc gcgatcacat ggtcctgctg gagtccgtga

     2341 ccgccgccgg gatcactctc ggcatggacg agctgtacaa gtaagaattc caagcttgta

     2401 agcgggactc tagggttcga aatgaccgac caagcgacgc ccaacctgcc atcacgagat

     2461 ttcgattcca ccgccgcctt ctatgaaagg ttgggcttcg gaatcgtttt ccgggacgcc



     2521 ggctggatga tcctccagcg cggggatctc atgctggagt tcttcgccca ccctaggggg

     2581 aggctaactg aaacacggaa ggagacaata ccggaaggaa cccgcgctat gacggcaata

     2641 aaaagacaga ataaaacgca cggtgttggg tcgtttgttc ataaacgcgg ggttcggtcc

     2701 cagggctggc actctgtcga taccccaccg agacgccatt ggggccaata cgcccgcgtt

     2761 tcttcctttt ccccacccca ccccccaagt tcgggtgaag gcccagggct cgcagccaac

     2821 gtcggggcgg caggccctgc catagcctca gctcgagtat gtcgaccgat gcccttgaga

     2881 gccttcaacc cagtcagctc cttccggtgg gcgcggggca tgactatcgt cgccgcactt

     2941 atgactgtct tctttatcat gcaactcgta ggacaggtgc cggcagcgct cttccgcttc

     3001 ctcgctcact gactcgctgc gctcggtcgt tcggctgcgg cgagcggtat cagctcactc

     3061 aaaggcggta atacggttat ccacagaatc aggggataac gcaggaaaga acatgtgagc

     3121 aaaaggccag caaaaggcca ggaaccgtaa aaaggccgcg ttgctggcgt ttttccatag

     3181 gctccgcccc cctgacgagc atcacaaaaa tcgacgctca agtcagaggt ggcgaaaccc

     3241 gacaggacta taaagatacc aggcgtttcc ccctggaagc tccctcgtgc gctctcctgt

     3301 tccgaccctg ccgcttaccg gatacctgtc cgcctttctc ccttcgggaa gcgtggcgct

     3361 ttctcaatgc tcacgctgta ggtatctcag ttcggtgtag gtcgttcgct ccaagctggg

     3421 ctgtgtgcac gaaccccccg ttcagcccga ccgctgcgcc ttatccggta actatcgtct

     3481 tgagtccaac ccggtaagac acgacttatc gccactggca gcagccactg gtaacaggat

     3541 tagcagagcg aggtatgtag gcggtgctac agagttcttg aagtggtggc ctaactacgg

     3601 ctacactaga aggacagtat ttggtatctg cgctctgctg aagccagtta ccttcggaaa

     3661 aagagttggt agctcttgat ccggcaaaca aaccaccgct ggtagcggtg gtttttttgt

     3721 ttgcaagcag cagattacgc gcagaaaaaa aggatctcaa gaagatcctt tgatcttttc

     3781 tacggggtct gacgctcagt ggaacgaaaa ctcacgttaa gggattttgg tcatgagatt

     3841 atcaaaaagg atcttcacct agatcctttt aaattaaaaa tgaagtttta aatcaatcta

     3901 aagtatatat gagtaaactt ggtctgacag ttaccaatgc ttaatcagtg aggcacctat

     3961 ctcagcgatc tgtctatttc gttcatccat agttgcctga ctccccgtcg tgtagataac

     4021 tacgatacgg gagggcttac catctggccc cagtgctgca atgataccgc gagacccacg

     4081 ctcaccggct ccagatttat cagcaataaa ccagccagcc ggaagggccg agcgcagaag

     4141 tggtcctgca actttatccg cctccatcca gtctattaat tgttgccggg aagctagagt

     4201 aagtagttcg ccagttaata gtttgcgcaa cgttgttgcc attgctacag gcatcgtggt



     4261 gtcacgctcg tcgtttggta tggcttcatt cagctccggt tcccaacgat caaggcgagt

     4321 tacatgatcc cccatgttgt gcaaaaaagc ggttagctcc ttcggtcctc cgatcgttgt

     4381 cagaagtaag ttggccgcag tgttatcact catggttatg gcagcactgc ataattctct

     4441 tactgtcatg cc

//




