REP sequences in flanking regions upstream 1S1106 transposases in Neisseria meningitidis 22491

2" -727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

27 -727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

1 130

CEEI AT CCCECECACEEEEEARTEIAG TC T-GT TCGGT TTCAGT TATTTCCGATARATGCCTGTTGCTTTTCAT T AT COCACTITC G CEANTCGABEEGAT TT TAGGTTTCTGATTTTGGT
CCETCATTICCCECECACECEECARTETAGTC T-GTTCGGTTTCAGT TATTTTCGATARATGCCTGTTGCTTTTCAT THCIACATTCACACTITCCCCCCANTCACGASAT TT TAGGTTTCTGATTTTGGT

GTTCGTCCGGTTTCGGTTATTTCCGATAGATTCCTGCCGCGTTGGGGG, TTTCAGGTTGCTGTTTTTGGT
CCGTCATTCCCGCGCAgGCGGGAATCTAGECT .GTtCGGTTTCaGTTATTTcCGATAaATgCCTGLEGCtTTtcattTCTaGATTCcCaCtTtCGCcGGGAATGACGa .ATTTtAGGTTtCTGAaTTTTGGT

131 260
TTTCTGTCCTTGTGGGAATGACGGGATGTAG-GTTCGTAGGAATGA-——————— CGTGGTGCAGGTTTCCGTGCGGATGGA T HOCMORIE - — — — —— ~———— == — == === — == —— = ———————————————
TTTCTGTCCTTGTGGGAATGACGGGATATAG-GTTCGTAGGAATGA-——————— CGTGGTGCAGGTTTCCGTGCGGATGGAT HECICAT I S S ECCCACECEECARTCCAGAC CTTAAGGCAGCG
TTTCTGTTTTTGTGAAAATAACAGGATGAGATCTTTGCARAATTCCTTTCCCTCCCGACAGCCGARACCCARACACAGGTTTTCGTCTATTTTCGCCCCARATACCTCCTAATTTTACCCARATACCCCC
TTTCTGTccTTGTGggAATGACYGGATgtag . gTTCGtAggAaTga  « -« « . . . CgtggtGCaGgtttCCgtgCggAtGgaTTCGTCALT. . .. . cCCunnnnn. SO acc..aa..c..c.
261 390
GCAATATTCAARAGATTATCTGAAAGTCTGAGATHCTACATICCCACTTTCCTCECARTGACGE T TCA- -~ ——————————~ GTTGCTACGGTTACTGTCAGGTTTCGGTTATGTTGGAATTTCGGGARAC
TTAACCCTCCCCGGATACCCGATAATCAGGCATCCE=GETCTCCTTTTAGCCEECAGCEEECECACTTAGCTTGTTGGCGGCTTTCAACAGGTTCAAACACATCGCCTTCAGATGGCTTTGCGCACTCAC
..aa...tc...g..ta.c.ga.a.tc.g..at.c..g.t..CC..tL..9.90.8c . Te e T eCuvvuurenennnenennn tt.c.ac.g.t.c...ca..t..c..t.a..t.g...t........ ac
391 520
——————————————————————— SOOI - T T TC AA TGCCTCAAGAAT TTATCGGARRARACCARAAC - -~ - -~ ~CCTTCCC HON ORI
TTAT-—-—--—-- GrATCCHCATICCCCCECAGECEECAATCT G e S GNA TTTCAATGCCTCARGAAT TTATCGGARARAACCARAAC -~ —— - —~ CCTTCCG

TTTAATCAGTCCGAARTAGGCTGCCCECECATAGCCCAATTTACGGTGCAGCGTACCGAAGCTCTGTTCGACCACATATAGTGGATTARATTTARACCAGTACGGCGTTGCCTCGCCTTGCCGTACTATT
L2 gaa...... £.CCCGCGCAGGCYGGAATCTG v v v e v e v GAAttTCaaTgCctCaAghatTtaTcGgaaAAhaccABAaC. ... ... CcTTcCgTCatCaTtCC. . vu. ...
521 650

e S C A AR CCCECARTCTAGAA n TGAAARGCAACAGGAAT TTATCGGAAATGACCGAAR - - ~CTGAACGGATHECATTCOCCOT T I T GOCETCARTEACE GC GACAGGGTT -GCTGTTAT

ATGAARAGCAACAGGAATTTATCGGAAATGACCGAAA---CTGAACGGACECCATTICCCTCTTTTCCCE=CAATEACGGC GACAGGGTT-GCTGTTAT
TGTACTGTCTGCGGCTTCGTCGCCTTGTCCTGATTTAAATTTAATCCACTATAACGGGTCTTCGACARATACCGGTTGCGTTTGGTTTGCGTTTCCGACAGCGGACGGTTGCGGCAGGCTTTGCGCATAA
........... CGcaaaaGegGgaaTcTagaaATgaARAgcaAcagghaTtTAtCGGaaaTgaccgAAA. . . CtGaacgGacTGGaTTcCoteTtttgCgG. GaAtGacgGCGaCAGGgTT . GCtgtTAL

651 780
AGTGGATGAACAAAAACCGGTACGGCGTTGTCTCGCCTTAGCTCGAAGAGAACGATTCTCTAAGGTGCTGAAGCACCAAGTGAATCGGTTC-CGTACTATCTGTACTGTCTGCGGCTTCGTCGTCTTGTC
AGTGGATGAACAAAAACCGGTACGGCGTTGTCTCGCCTTAGTTCGAAGAGAACGATTCTCTAAGGTGCTGAAGCACCAAGTGAATCGGTTC-CGTACTATCTGTACTGTCTGCGGCTTCGTCGTCTTGTC
TGCCGTCCAACAACTGATGTTCTTCCAGATGTTGCCGGTTTTCCGCACTGTCGTAGCCTTTGTCGGCATAGACGGTCGTACCTTTGGGCAGTCCTTCCAACAACGGCGGCAGGTGTTTGCACTCATGGGC
aGtgGatgAACARaaaccGgTacggCgttgtcTegCetTagttCGaAgaGaacgAttCTcTaagGtgeTgaAgcacCaagtgaaTeGGtte.CgTaCtAtCtgtactGtCtGegGeTTegtCgteTtGtD

781 910
CT--==-——- GATTTTTGTTAATTCACTATATCGACATCGCCAAACGAAACTTCGTCATCGCCGTTTC-GTCTTTGTCTAAAACCAAAACCGAA----ACCAACAACCCCAAAGGTATCGCCCATACTAT
CT--==-——- GATTTTTGTTAATTCACTATATCGACATCGCCAAACGAAACTTCGTCATCGCCGTTTC-GTCTTTGTCTAAAACCAAAACCGAA----ACCAACAACCCCAAAGGTATCGCCCATACTAT

ATTGGCGGGGGTAATGTGCAGTTTCTCGATATAGCCTTCCGCATCGGTACGGGTATGTTGTTTGTAACCGAGTTTGTAGAGATCCAACGGGCATCTTTGTCTTTACTCGGTGTGGTTTGGCCGCTGATTT
cT....oo... GattTtTGttaaTTCaCtATATcGaCaTCgcChAaacGaRhacttcgTcaTcgecGTttC.GEcTTTGTctAaAaCCARaaccgha. .. .acCaachacCccaaaGGTaTcGCCcaTacTaT



2" -727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

2" =727827
37-1063489
4-1179979
Consensus

911 Left End orf 1040

CGAATACCTTAAAAAACACAAGGTC-=====———————————————————— GAGACCTTTGCAAAATTCCCCAAAATCCCCTAAATTCCCACCAAGCCATTTAGGGGATTTTCCATGAGCACCTTCTTCC
CGAATACCTTAAAAAACACAAGGTC-—==—————————————————————— GAGACCTTTGCAAAATTCCCCAAAATCCCCCAA-TTCCCACCAAGACATTTAGGGGATTTCTCATGAGCACCTTCTTCC
GTCCTTCTTCGTCAACTTCTATGGCCTGGCGCTGTTTGCTGCCGGCGGTCTGAGACCTTTGCAAAATTCCCCAAAATCCCCTAAATTCCCACCAAGCCATTTAGGGGATTTTCCATGAGCACCTTCTTCC
cgaaTaCcTtaaa”ARacaCaAgGtC. ...ttt it iii i, GAGACCTTTGCAAAATTCCCCAAAATCCCCtAAATTCCCACCAAGCCATTTAGGGGATTTtcCATGAGCACCTTCTTCC
1041 orf 1170

GGCAAACCGCACAAGCCATGATTGCCAAACACATCGACCGTTTCCCGCTATTGAAGTTGGACCAGGTGATTGATTGGCAGCCGATCGAACAATACCTGAACCGTCAAAAAAACCGTTACCTTAGAGACCA
GGCAAACCGCACAAGCCATGATTGCCAAACACATCGACCGCTTCCCACTATTGAAGTTGGACCAGGTGATTGATTGGCAACCAATCGAACAATACCTGAACCGTCAAAGAACCCGTTACCTTCGAGACCA
GGCAAACCGCACAAGCCATGATTGCCAAACACATCGACCGTTTCCCGCTATTGAAGTTGGACCAGGTGATTGATTGGCAGCCGATCGAACAATACCTGAACCGTCAAAAAAACCGTTACCTTAGAGACCA
GGCAAACCGCACAAGCCATGATTGCCAAACACATCGACCGLTTCCCgCTATTGAAGTTGGACCAGGTGATTGATTGGCAgCCgATCGAACAATACCTGAACCGTCAAAAAAACCGTTACCTTaGAGACCA

1171 orf 1300
CCGCGGCCGTCCCGCCTACCCTCTGCTGTCCATGTTCAAAGCCGTCCTGCTCGGACAATGGCACAGCCTCTCCGATCCCGAACTCGAACACAGCCTCATCACCCGCATCGATTTCAACCTGTTTTGCCGT
CCGCGGCCGTCCCGCCTACCCGCTGCTGTCCATGTTCAAAGCCGTCCTGCTCGGACAATGGCACAGCCTCTCCGATCCCGAACTCGAACACAGCCTCATCACCCGCATCGACTTCAACCTGTTTTGCCGT
CCGCGGCCGTCCCGCCTACCCTCTGCTGTCCATGTTCAAAGCCGTCCTGCTCGGACAATGGCACAGCCTCTCCGATCCCGAACTCGAACACAGCCTCATCACCCGCATCGATTTCAACCTGTTTTGCCGT
CCGCGGCCGTCCCGCCTACCCECTGCTGTCCATGTTCAAAGCCGTCCTGCTCGGACAATGGCACAGCCTCTCCGATCCCGAACTCGAACACAGCCTCATCACCCGCATCGALTTCAACCTGTTTTGCCGT

1301 orf 1430
TTCGACGAACTGATCATCCCCGATTACAGTACCTTATGCCGCTACCGCAACTGGCTGGCGCAAGACGACACCCTGTCCGAATTACTCAAACTGATTAACTGCCAACTGACCGAAAAAGGCCTAAAAATAG
TTTGACGAACTGAGCATCCCCGATTACAGCACCTTATGCCGCTACCGCAACTGGCTGGCGCAAGACGACACCCTGTCCGAATTACTCAAACTGATTAACTGCCAACTGACCGAAAAAGGCCTAAAAATAG
TTCGACGAACTGATCATCCCCGATTACAGTACCTTATGCCGCTACCGCAACTGGCTGGCGCAAGACGACACCCTGTCCGAATTACTCAAACTGATTAACTGCCAACTGACCGAAAAAGGCCTAAAAATAG
TTcGACGAACTGAtCATCCCCGATTACAGtACCTTATGCCGCTACCGCAACTGGCTGGCGCAAGACGACACCCTGTCCGAATTACTCAAACTGATTAACTGCCAACTGACCGAAAAAGGCCTAAAAATAG

1431 orf 1560
AGAAAGCATCCGCCGCCGTCGTTGATGCCACCATTATCCAGACCGCCGGCAGCAAACAGCGTCAGGCCATAGAAGTTGACGAAGAAGGACAAATCAGCGGTCAAACCACACCGAGTAAGGACAGCGATGC
AGAAAGCATCCGCCGCCGTCGTTGATGCCACCATTATCCAGACCGCCGGCAGCAAACAGCGTCAGGCCATAGAAGTTGACGAAGAAGGACAAATCAGCGGTCAAACCACACCGAGTAAGGACAGCGATGC
AGAAAGCATCCGCCGCCGTCGTTGATGCCACCATTATCCAGACCGCCGGCAGCAAACAGCGTCAGGCCATAGAAGTTGACGAAGAAGGACAAATCAGCGGTCAAACCACACCGAGTAAGGACAGCGATGC
AGAAAGCATCCGCCGCCGTCGTTGATGCCACCATTATCCAGACCGCCGGCAGCAAACAGCGTCAGGCCATAGAAGTTGACGAAGAAGGACAAATCAGCGGTCAAACCACACCGAGTAAGGACAGCGATGC

1561 orf 1690
CCGTTGGATCAAGAAAAACGGCCTCTACAAACTCGGTTACAAACAACATACCCGTACCGATGTGGAAGGCTATATCGAGAAACTGTACATCACTCCCACCAATGCCCATGAGTGCACACACCTGTCGCCG
CCGTTGGATAAAGAAAAACGGCCTCTACAAACTCGGTTACAAACAACATACCCGTACCGATGCGGAAGGCTATATCGAGAAACTGTACATCACTCCCACCAATGCCCATGAGTGCACACACCTGTCGCCG
CCGTTGGATAAAGAAAAACGGCCTCTACAAACTCGGTTACAAACAACATACACGTACCGATGCGGAAGGCTATATCGAGAAACTGCACATTACTCCCGCCAATGCCCATGAGTGCAAACACCTGTCGCCG
CCGTTGGATaAAGAAAAACGGCCTCTACAAACTCGGTTACAAACAACATACCCGTACCGATGCGGAAGGCTATATCGAGAAACTGEACATCACTCCCaCCAATGCCCATGAGTGCACACACCTGTCGCCG

1691 orf 1820
TTGTTGGAAGGACTGCCCAAAGGTACGACCGTCTATGCCGACAAAGGCTATGACAGTGCGGAAAACCGGCAACATCTGGAAGAACATCAGTTGCAGGACGGCATTATGCGCAAAGCCTGCCGCAACCGTC
TTGTTGGAAGGACTGCCCAAAGGTACGACCGTCTATGCCGACAAAGGCTATGACAGTGCGGAAAACCGGCAACATCTGGAAGAACATCAGTTGCAGGACGGCATTATGCGCAAAGCCTGCCGCAACCGCC
TTGTTGGAAGGGTTACCCGAAGGTACGACCGTCTATGCCGACAAAGGCTACGACAGTGCGGAAAACCGGCAACATCTGGAAGAACATCAGTTGTTGGACGGCATTATGCGCAAAGCCTGCCGCAACCGCC
TTGTTGGAAGGacTgCCCaAAGGTACGACCGTCTATGCCGACAAAGGCTALGACAGTGCGGAAAACCGGCAACATCTGGAAGAACATCAGTTGCcaGGACGGCATTATGCGCAAAGCCTGCCGCAACCGeC

1821 orf 1950



2" -727827
37-1063489
4-1179979
Consensus

2" -727827
37-1063489
4-1179979
Consensus

CGCTGTCGGAAACGCAAACCAAACGCGACCGGTATTTGTCGAAGACCCGTGGCGATGTGTTTGAACCTGTTGAAAGCCGCCA-——— === === == —————————— ACAGGCTAAGTGCGCCCG-———--— CT
CGCTGTCGGAAGTGCAAACCAAACGCAACCGATATTTGTCGAAGACCCGTTATGTGGTTGAACAGAGCTTCGGTACGCTGCACCGTAAATTCCGCTACGCTCGGGCAGCCTATTTCGGACTGATTAAAGT
CGCTGTCGGAAGTGCAAACCAAACGCAACCGATATTTGTCGAAGACCCGTTATGTGGTTGAACAGAGCTTCGGTACGCTGCACCGTAAATTCCGCTACGCTCGGGCAGCCTATTTCGGACTGATTAAAGT
CGCTGTCGGAAgtGCAAACCAAACGCaACCGaAaTATTTGTCGAAGACCCGTtatGtgGTtgaacAgagectTecGgtAcgCtgCAccgtaaattececgectacgetcgggCAGeCTALtTcgGaCtGattaaagT

1951 orf 2032
GCCGCCCAAAAGGCGACCGGATGCCTGATTATCGGGTATCTAGGGAG--——==-——— GATTAA

GAGTGCGCAAAGCCACCTGAAAGCGATGTGTTTGAACCTGTTGAAAGCGGCCAACAGGTTAAGTGCGCCCGCTGCCGCCTAA
GAGTGCGCAAAGCCACCTGAAAGCGATGTGTTTGAACCTGTTGAAAGCGGCCAACAGGTTAAGTGCGCCCGCTGCCGCCTAA
GagtgCgcARAAGeCacCtGahaGCgatgTgtTtGaaccTgTtGaaAGeggceccaacaGgTTAAgtgegeccgetgecgectaa

REP sequences in flanking regions downstream IS1106 transposases in Neisseria meningitidis Z2491

17-209578

6-1673919

57-1550999
Consensus

17-209578

6-1673919

57-1550999
Consensus

17-209578

6-1673919

57-1550999
Consensus

17-209578

6-1673919

57-1550999
Consensus

17-209578

1 Rigth End 130

AAAGGCGGCCCGGATGCCTGATTATCGGGTATCCGGGCAGGATTAAGGGGGGATTTGGGTAGAATTAGGAGGTATTTGG-GGCGAAAACAGCCGAAAACCTGTGTTGGGGTTTCGGTTGTTGGG-GGGAA
AAAGGCAGCCCGGATGCCTGATTATCGGGTATCCGGGGAGGATTAAGGGGGTATTTGGGTAGAATTAGGAGGTATTTGG-GGCGAAAACAGCCGAAAACCTGTGTTTGGGTTTCGGCTGTCGGGAGGGAA
AAAGGCGGCCCGGATGCCTGATTATCGGGTATCCGGG---GATTAAGGGGGTATTTGGGTAGAATTAGGGAGTGATTGGTAGCGAAAACAGCTGAAAACCTGTGTTTGGGTTTCGGCTGTCGGGAGGGAA
AAAGGCgGCCCGGATGCCTGATTATCGGGTATCCGGG . agGATTAAGGGGGEATTTGGGTAGAATTAGGagGTatTTGG . gGCGAAAACAGCCGAAAACCTGTGTTEGGGTTTCGGCTGTcGGGaGGGAA

131 Rigth End 260
AGGAATTTTGCAAAGGTCTCCGTCGGGCATCTGCAGECEITATTCCCCCEOAGCECEEEARTETAGTCTGTTCGGTTTCAGTTATTTCCGATAAATGCCTGTTGCTTTTCATFICTACATICCCACTTTCE
GGGAATTTTGCAAAGGTCTCA-——-——-——-——~— TCCTGTTATTTTCACAAAAACAGAARAC-—-—=-——=-—=-——=——————————— CAAARACAGCAACCTGAA

AGGAATGT TG AR AGG T C T C—— = — == == = — = = — = = o = o o o TTTTCGT----- CATTCCCGC-----
aGGAATETTGCAAAGGTCTC. ¢ v v v v e vveennn . C.gttatt. . CuCe @ eCiguBACreneeie e eeenaenaennnn c.a.aa..gc....tg.ttTTCgT..... CATTCCCGC. . ..g
261 390
fEEEARTEACEE T TCAGT TGCTACGGT TACTGTCAGGT TTCGGTTATGT TGGAATT TCGGGAAACTTATGAATECICATTCCECEECACECCEEARTETAGAGA TTCAATGCTAAGGCAATTTATCGGGA
CEEEARTC===="8GAGTGECGTTGAGTTTCAG——~————~ CTATTTAGAATAAATTTTGAAACTCTAATCG-ECCICATICCCACCARACTTCOARTECACTT TCTTGAGT TTCAGTCATTCCCGATARA
—————————————————————————————————————————————————————————————— CACTTTT-- - ECCTCATTCCCCCCAACCCCECARTCTACAAT C TCGGACTTTCAGATAATC TTTGAAT
.gggaat....... cagt...t...gtt.c.g........ c..tt..g....aattt.g..acaCTtaT....CGTCATTCCCgCGaA.GcgGGAATCtAGa. tcTcga. . tT.aggcaattc.t.gaaa
391 520
ATGACTGAAACTCAAAAAAGICEATICECACTITCETCECARTEABEECATT TTAGGTTTCTGATTTTGGTTTTCTGT TTTTGTAGGAATGATGAAAT TTTGAGTTTTAGGAATTTACCGGARA-—-—AR
TTGCCTTAGCATTGAATGT PEACANTCCCCECTCEECEEEARTEACEEC GGAGC-GGTTTCTGTTTTT-— -~ TCCGGTAAATACCCACAAGCTARAATCCCGTTAT TTTCACAAAAACAGAAAACCAAAA
ATTGCTGTTGTTCTAAGGT CHACATNOCCCOEITCECEEEARTCACEE - —— - ——-——————————————-~— TTCAGTTGCTACGGTTATTGTCAGGTTTTGGTTATGTTGGAATTTCGGGAAAC-———~
aTg.CTga...Tc.AA.gtCTaGATTCCCYC. TtCGCGGGAATGACGG. . . . . . . ggtttctg.tttt....TtC.GTt..Tac.g..Atg.T.AaaTtttG.tttTtt.g.AattaC.GgARAC. . . aa
521 650

ACAGAAACCGTTCTGCCHCATICCCECECAEECCEEEARTCTAGAGA TTCAATGCTAAGGCAATTTATCGGGAATGACTGAAACTCAAAAAABTCEATICOCACT I TCEICCCARTGACEGGATGTAGGT



6-1673919
57-1550999
Consensus

-209578
6-1673919
57-1550999

Consensus

-209578
6-1673919
57-1550999

Consensus

-209578
6-1673919
57-1550999

Consensus

-209578
6-1673919
57-1550999

Consensus

-209578
6-1673919
57-1550999

Consensus

-209578
6-1673919
57-1550999

Consensus

-209578

ACAGCAACCTGAAATHCCICATICCCECECAEECEEEARTCCAGTGTGTTGA-GTTTCAGCTAT TTAGAATARATTT-TGAAACTC TAATC GECTCATICCCACCARRCTEECARTCCAGT T TC TTGAGT

——————————————— TTATGAAT-------TGAGACCTTTGCAAAAATAGTCTGTTAACGAAATTTGACGCATAAAAATGCGCCAAAAAATTTTCAAT TGCCTAARACCTTCCTAA-————————————-
acag.aacC...... TcgTcAtTcccgcgcaGgecgggaaTeccAga.att. . .atGtTaa.GecaATTTa.cg.aaAt.a.TGaaaCtca”hha..ct. . .ATTcCCac.aacgTgggalht...g.. ... t..gt
651 780
TCGTGGGAATGACGGGATGTAGGTTTCCGTACGGATGGATHCCICATTCCCCCCCACCCCECARTCTAGACC TTGGGATAACAGCAATATTCAAAGATTATCTGAAAGTTTGAGAT TCTGGAT TECCACH
TTCAGTCATTTCCGATAAATTGCCTTAGCATTGAATG- - - ECTAGATTCCCCCCTGCECCEEEARTCACCEEGGAGCGGTTTCTGTTTTTTCCGGTAAATACCCACAAG-——~——~—~ CTAAAATCCTGTT
————————————————————————————————————————————————————————————————————————————— TATTGAGCAAARAGTAGGAAAAATCAGAAA---———---—---AGTTTTGCATT
t...g..a.t..cg..a..t.g..tt...... g.atg...tc...attcccge....gcgggaat...g.c...g.g.tttcaGcaatat.cag.ahatAtC.gaRAg. v v eu.u.. ctagatTcccatT
781 910

GGATTAGAGTTTCAAAATTTATTCTAAATAGCTGAAGCTCAACGCAFTCEATICCCCCCTCCCCEECARTGACGAATTTTAGGTTTCTGATT--TTGTTTTTCTGTTTTTGTGGG
ATTTTCACAAAAACAGAAAACCAARAAACAGCAACCTG---ARATHCCICATTCCCGCECAGGCEEEAATCTEET TCGTTCGGTTTCGCTTGTTTTAAGTTTCGGGTAACTTCCACTT
TTGAAAATGAGATTGAGCATAAAATTTTAGTAACCTATGTTATTGCARAGGTCTC— = — = = == = — = = == = — = = = = e TTTTCGTCATTCCCGCC
tT..t.a.ah.aacgggaata.RatttcAg.Racct.t.takaT.c.t.a.tCtCouu.. ... gg....C.g..t..... gg..t..c...tttta.gtttc.g.t...tt..ttTTCgtcalTcccGeg

911 1040
AATGATGARATT---—-—— TTGAGTTTTAGGAATTTATCGGAAAAAACAGAAACCGCTCTGC FEICATICCCCECECACECEEEARTETAGACCTTAGAACAACAGTAATATTCAAAGATTATCTGAAAG
CARGTGEEAATCCAGT GCGTTGAGT TTCAGCTAT TTA-GAATAAATTTTGAAACTC TAATC GECECATICCCASCEARACTEEEAATCCAG T TTT TTGAGT TTCAGTCATTCCCGATAAATTGCCTTAGC
AT T T T — = == = — = — = - CETCATTICCCCTCEARAGCEEEARTCTAGAATCTCGGACTTTCAGATAATCTTTGAATATTGCTGTTG
aatgttg.aat........ ttgagttt.ag..attta..... aaa....gaaac..... t..CGTCATTCCC. .CGaAaGeGGGAATCEAGa. ttT.Gaacttcagtaatatec.a.aAttttect.a.g

1041 1170
TCCGGGATICICEATICCOACTITOECEEEARTEACEAA T TT TAGGTTTCTGAT TTTGGTTTTCTGTTTTTGTGGGAATGATGAAAT TTTGAGTTTTAGGAATTTATCGGAARAAACAGAARCCGCTCCG

ATTGAATGECTACATTCTCCCCTEEEEEEEARATEABEAATCCATCCATACGGARACCTGCATCCCGTCATTCC === == = — = = == = m m —m o e e CACGAACCTGTATC

TTCTAAGGECIAGATITCCECEITCECEEEAATCACEG T TCAGT TGCTACGG T TA T TG T C A= — = = = = = = = = = — —m o o GGTTTCGGTTATG
ttcgaa.gTCTaGATTccCgC . TECGCGGGAATGACGRATC. . £.g. TaCgGatat EggCat o C oGt e Bt u vttt et e e e et ee e et et ee e ee e ae e eiae e cag.aaCcg.Tatg

1171 1300

C_ACCTTAGAACAACAGTAATATTCAAAGATTATCTGAAAGTCCGGGAT_GATGTAGGTTTCCGTGCGGATGGA

CTTTTTGAGTTTCAGTCATTTCCGATAAATTGCCTTAGCATTGAATGECTACATTICCCCCCTGCECEEEARTCACCEGATTTGAAATTGCGGC - ————- AT
TTGGAATTTCGGGAAACTTATGAATTGAGACCTTTGCAAAA ——————————————————————— ATAGTCTGTTAACGAAATTTGACGCATAAAAATGCGCCAAAAAATTTTCAATTGC———————-——-
ccGtcATTcCcgcgah.gtggGAATccAGaccTTtGaa..aacagt.at.t.c.a..a.t..c..aaagtctG..a.tctagaTTccCgC.T.cg.ggGaatgAcgggATtT..aaTTgCg. v v v e v ..

1301 1430
T_CTTAGAACAACAGCAATATTCAAAGATTATCTGAAAGTCCGGGAT_GATTTTAGGTTTCTGTTTTTGGT

TTCCCACGARAGTGGGAATCCAGCTTTTTGAGT —~—=——-—————————- TTCAGTCATTTCCGATAAATTGCC----TTAGCATTGAATGECTACA
————————————— CTAARACCTTCCTAATATTGAGCAAAAAGTAGGARAAATCAGAAAAGTTTTGC-~—~-~—=--—=--—=--—=--—--—--—-ATTTTGAAAATGAGA-—---—-TTGAGCATAAAATTTTAGT
L c..C..RagCcg..cT...gtc.ttc.ahcaa.AG.aa.AaTCaaa.atttT . tGuuern e eenenn ... ttc...c.tTT.tGa.RAAtgag...... TTagg.tT.aattTtTaGt
1431 1560

TTTCTGTTTTTGTAGGAATGATGAAATTTTGAGTTTTAGGAATTTATCGGAAAAAACAGAAACCGCTC TCECEICATICOCCEECACECEEEARTCTAGACA T TCAATTCTAAGGCAATTTATCGGGAAT



6-1673919 [FICECECCTIGCECEEEARTEACEEGATTT-GAGATTGCGGCATTTAT CAGGAGCAACAGAAGCCGCTC TCECEICATTCCCACCARACTEEEARTECAGTT TT T TGAGT TTCAGTCATTCCCGATAAATT
57-1550999 AACCTATGTTATTGCAAAGGTCTCGAAT T === === === == oo e e e CICATTCCCACECACECEEEARTETAGTC TG T TCGGTTTCAGTTATTTCCGATARATT
Consensus ttcCtgt.Tt.gtgggAAtGacg.gAtTT.gag.tt..gg.atttatc.g.a..aacagaa.ccgctctgecGTCATTCCCaCGCAgGCGGGAATCEAGECtETE. agTtTcAGtcAtTtccgataaAtT

1561 1606

17209576 GACTGARACTCAAAAAAGGENNNCCTACTNICETEEEANTGHTE:
6-1673919  GCCTTAGCATTGAATGTCHGEANNOOCEOCTGEE0EEEARTCALE:

57-1550999 CCTGCTGCTTTTTATTT
Consensus gcct.agc.Tt.aAt.tCTgGATTCCcaCtTtCGtGGGAATGACGY

>77-1683921
ACAAARACCAGTACGGCGTTGCCTCGCCTTAGCTCAAAGAGAACGATTCTCTAAGGTGCTGAAGCACCAAGTGAATCGGTTCCGTACTATTTGTACTGTCTGCGGCTTTGCCGCCTTGTCCTGATTTTTGTTAATCCACTATATG
AATCGTCATTCCCGCGCAGGCGGGAATCCAGACATTCAATGCTAAGGCAATTTATCGGGAATGACTGARACTCARAARGCTGCATTCCCACT I TCCTCCCARTGACGEGATTAGAGTTTCAARATTTATTCTAAATAGCTGAAAC
TCAACGCECTCCATTCCCCCCTEGCECCEEEARTCACGAATTTCAGGTTGCTGTTTTTGGTTTTCTATTTTTGTGAAAATAACGGGATTTCAGCTTGTGGGTATTTACCAGAAAAAACAGAAACCGCTCCGECETCATTCCCCCGEH
BECEEEAATCTAGACATTCAATGCTAAGGCAATTTATCGGAAATGACTGAAACTCAAAAARCTCCATTCCCACT T TCCTCCCARTCACAGGATTAGAGTTTCAAAATTTATTCTAAATAGCTGAAACTCAAAAAACTGEATTCCC
GTGGAAGTTACCCGAAATTTAARACAAGCGARACCGAACGAGCCCEATTCCCCCTTGCCTCECARTGACGAA TTTCAGGTTGCTGTTTTTGGTTTTCTGTTTTTGTGAARATAACGGGATTTTAG
CTTGTGGGTATTTACCGGAAAAAACAGAAACCGCTCCGECEICATICCCCCECACCCEEEAATCTAGACATTCAATGCTAAGGCAATTTATCGGARATGACTGARACTC
GTGGAAGTTACCCGAAACTTAAAACAAGCGAAACCGAACGARCTAGATTCCCACTTITCCTCEEAATCACEECAGAGCGGCTTCTGTTGCTCCCGATAAATGCCGCAATCTCARATCCCGTCATTCCCGCGCAGGCGGGAATCTAG
GTCTGTCAGTGCGGAAACTTATCAGGTARAACGGTTTCTTGAGATTTTGCGTCCTGGATTCCCACT

The copy 7 is not aligned with the copies 1, 6 and 5 because is a remnant without the end of the IS.
REP sequences are in green background



