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Ginger1-1_HM ADVYNFLKRCIYPKT(6)KSNFRRKTKPFVI-EDNELYHLGK(14)IIKSVHDGNDISNEANALSGHIGINSTTEHIK-KRFFWFGMIKDITAYVSECDNCQKAKN
Ginger1-3_HM NDVRKYLNDNAFPED(6)KANFKRQCKNFVI-VDNKLMYCKK(16)IVKEVHEGLGTSEKAVALASHLGINAVRKQIS-SRFFWHSIVEDITKYVAQCERCQKTSN
Ginger1-11_HM YDIENYLLSGIFPEH(9)KTNFKKQSDRFVI-VNGMLHYKYR(23)YKKAAHDGLGTSTESKAIGGHVGRDKTIWKLIDSGYWWPNMNKDVRNYVATCESCQKSNS
Ginger1-5_HM EEIRQYVLEGKYANT(5)KRGLRIAARNFKG-IDGRLYYIRD(15)VLKECHN--------DAGGAHQGIVRTQNKIK-NLYYWMSITSDVEAWIKTCKQCQSFEK
Ginger1-9_HM NNLVDLIVRGIYPQS(5)KDGLRRKSKRYLV-KDGLLFYYDK(16)ILEGCHS-------AILGGGHFGRDKTLEKLS-ERYYWKGMVNDVXXFCKYCDKCQRANR
Ginger1-12_HM MNLKHYILNKVYPPG(5)KRRLRQKATSFLI-VKDFLYHKSK(18)IIKSMHDG-------IIGGCHFGQSATIAKVT-DRYWWPCIAADVKDFVRKCTACQAVNP
Gypsy-1-I_PPl AEITAYLQDSTFPSH(6)RRKFISMCARFTL-SDGRLWYVKK(16)LLEEAHNQ----------CGHRGRDATYLRLS-ERYYWPNMFVNVSDFVRSCNACQFRSK
Gypsy2-PP_I MDEYRYLQTMQCPEG(5)RSVFIHKMSPYEL-KKGILFKMGA(15)VIKALHSE--------AAGGHYALKNTVKKILAAGYWWPTMYKDTHDYIRRCDACQRVGR
Gypsy-1-I_RO DLVKQYLQELRLPED(5)KRYLQKQAHKFTI-YKDKLYRYNT(16)IMYSYHQ--------HPLGGHLAYNNTLHKIA-SRYYWENMTKDIMEYVKKCHRCQRHGK
Gypsy-6-I_HM ADLVSYLANKELPED(4)KKVLALEGNHYLD-ENGLLFHHES(18)LITWAHD--------EPCGGHFGVTKTYEKIR-TNYYWIGMYNDIQTWVKSCTTCAQRKR
Gypsy-15-I_NV FPMIDYLENEVLPED(4)RRILLTAHTFYLS-EDGALYHIDQ(22)VLVNIHD--------DVTGGHLGVHKTYDKLK-ARYFWRGMFQDTEHWIKSCVDCNMRKT
Gypsy-1-I_MH SLLYEFLEKRNWPDE(3)RQKVINWCSDFTI-IEGLLYKYEN(15)LLSESHSG--------KCAGHLSGRKIFKQLA-VKYYWPNMQSECINSALKCRICAHSRN
Ogre(AY299398) YDIKNFLKTQEYPEG(5)KKTLRRLAGSFYLNQDDVLYKRNF(15)LMQEVHEG--------SFGTHAGGHAMAKKLLRAGYYWMTMESDCFKYARKCHKCQIYAD
ATHILA0_I ADLVNYLVSGMIPQS(5)KKKFFRDIHHYYW-DEPYLYKKGS(15)ILGHCHGS--------TYGGHFATFKTAQKILQAGLWWPTMFKDTQEFIAKCDPCQRVGN
RIRE2(AB030283) EPLIRFLTSQELPRD(5)-RISRR-SKLYVM-HEAELYKKSP(15)LLKDIHSG--------ICGNHAAARTIVGKAYRQGFFWPTAVSDADKIVRTCEGCQFFAR

Trans     pos       ase 

e
Ginger1-9_HM KVILDG-KELTDEHINFAQLIIKKQFPDIIGLQDTLL(15)VQ-IHFINSHWVTSC-(3)GSISLYDSMYSKLD(30)SVQQQTGSLDCGLFAIANAVHL(10)Y-NQKFMRQHLEKMFY
MuDr-1_BF REILQEDQWLNDKHMNSAQHLISSEYPLIDGLRDTVI(15)VQ-IHNINDHWVVST-(3)GNITVYDSLQPSMK(27)CAQRQQGGNDCGLYAVANAVAL(10)F-QQGQMRHHFEECLE
MuDr-1_HM FSIKDSFEMLSDLHINKAQKLLSMQFPDVKGLQDPIL(12)VQILHNGAMHWLTIS-(7)NSVDVFDSLYYDLS(23)DFQKQSGGLDCGLFAIAAATDL(10)Y-KQELMRDHLLKCFS
Ginger1-4_HM EILESKDSWLNDNLMDAGQKLICKALGSHETYQSVLN(15)LQILHDGSSHWLLAF-(3)GRVQVCDSLRTNLT(25)PVDKQIDSFNCGVFALGYASIL(10)F-VVNEMRTHYIKCLT
Ginger1-10_HM QILLSHNSWLNDSIMDAAQMLICKQLGPNAKFQSVLN(16)IQLMHNGSCHWFLTF-(3)RKVNICDSSLFNTS(28)PVQKQTDDNSCGLFAVAFAAEI(10)F-DVLKMREHLLLCLK
Ginger1-7_HM DILKNPSGWLDDTLIDIAQSLLSYQFPKISGFQSSCI(15)IQIINIRNSHWVLLS(10)KCVQFYDSLFNSSN(29)DCQMQQNGNDCGLFAIANATAL(10)W-KHNDMRKHYLKCIE
Ginger1-5_HM ESILNQ-NMLGDIEINAAQVILKNQFPDIQGMQDTLL(13)LQILHDGSLHWLLIS-(6)RVVKIYDSMKTEMP(24)SCQQQVGGIDCGLFAIAFAVDI(10)Y-NQSAMRQHLHNCFK
1EUV_A KTLAP-RRWLNDTIIEFFMKYIEKSTPNTVAFNSFFY(29)TP-INLNQSHWALGI-(5)KTIGYVDSLSNGPN(31)DCPQQPNGYDCGIYVCMNTLYG-(9)YKDAIRMRRFIAHLIL
MuDr-4_HM NDILTN-QMLSDIVIHTMQKMIT----GVGGLQDPVL(13)VQVLHDGDAHWLAIS-(6)GEVFLLDSFFRGKV(24)PVQQQTNYVDCGLYALAFIKHI(11)F-DAFQMRNHLLKCVK
MuDr-4_ZM -----------------------------------------VPMLRR--SHWTLYA-(5)RRIDILDSNPYGTL(57)CPTMTPGSNDCGFFVANFLRYY-(9)F-YTPVCY        
MuDr-5_ZM -----------------------------------------VPILHM--GHWTLYV-(5)RCIHILDSNPYGPE(57)CPTMIAGSNDCGFFVMRYIQYY-(9)Y-IQRENSGD-LRSLA
VANDAL20 -----------------------------------------VP-MNWGCSHWVGLV-(5)QSIDVLDSFISPTP(33)GLYDNKGDGDCGPVACKFLEMH(12)T-DEVVIR-IQKVYAM

Ginger1-9_HM AGQFKPFPLLNKRSKLNITRNNSSAVNVQLHCTCLMPCT-YDFMVACCKCLKWFHIKCVHYKE----DNSV------QE-WNCEICKLS
MuDr-1_BF NKAIKMFPHDTKVGQAN---TVSVSYQLTTYCCHE--HRPGSPMIMCDKCAQWYHYSCVNLR-----DNEVYALVTQQEDYVCPTCHSD
MuDr-1_HM DNYLTPFPIETNERKKK---KQPKPINLPLYCICRLPDNKEEKMVKCDNCKEWFHVSCLSIPKN-IFDNSD-----NSLHWHCNSCS  
Ginger1-4_HM DAHLYPFPTLEKAVDVL--CNKPKLFMI                                                             
Ginger1-10_HM SQYLSPFPKKKIN                                                                            
Ginger1-7_HM NGKLEMFPFVTVLDGHK---RCAFTIDCNHFCKCRQKNNN                                                 
Ginger1-5_HM AKHFTSFPRSYSESTVN-KCESSTIFNVC                                                            

Ginger1-1_HM HNVAVGNINLTLCPQGLHRIKGDGNCFFRAVSFIITGSEDEHKQIRDKVVN-HMCNQ-IHDEMTGYLSMPIQTHICKTRMLEDATWATDAEIIGCASFMEVDIQVYSKYGEKTKWMIYPC
Ginger1-2_HM KNIFIADINLLSRPKQIHKTIGDGNCFFRAISYIITGSECSYEIIREKVVK-HMCTH-INNEMTLYMNQSIITYLNESGMSDNTTWATDAEIIGCASFMGIDIKVYSKYGEKLKWLTYPC
Ginger1-3_HM PDLFDGEEN--DVPSKIHVCKGDGNCFFRAISFLLTGSECQHTRVRNVVVK-HMVSKPCSSLLSGYLGDDVENYITKSGMATDSIWATDVEILGTANLIGIDIAVWSFTGQKLAWLKYPA
Ginger1-1_AC PMPDREPSNHLGSPNNTNSVRGDGNCFFRAMIVELTGLEDYHQDLRSFTVS-FMRAN--AHSFAGYLGQNVNAYLNDSNMEVVSTWSTDAEIYAMATLLDTVIYIYTLFGPTRRWIPFKP
Ginger1-1_AP QCVAKXSYKRLSKPKQTIDVIGDGNCWFRCISVWLTNSEDYHELIRSCVYKVFMFIFFTEDSRVNSFVGDIEKYLEINPVNISGTWVTEAEIFANSLLLKTSIYIYSDYH--CLWQLFGK
Helitron-1_SP SKSDIDTCINIGTPAIISNITGDGNCFYRAISLFLTGKEGNHKFLRQKCIQHLLENSHLFAGCLRYEFVSVKDYVSKNKPDINGEWATEVEIAVMAHLLETDILIFSDIY--LKWRLYSW
Helitron-2_SP CDSRLDRNSCIGVPLQSKQITGDGNCFFRAISYVISGTERNHAILRNATVKHLLQTKDMFSNTLRQEYRTVREYVLKRRIKEDGTWATDTEISALANLIDTDIYSYNDQV--PCWQLFSA
Helitron-1_DR VHVQVANMCSLGVPCKTKSIKGDGNCLFRSIADALCGNQEKHLIIRRAVVKHLEANSSQFLRYIGEEYRSVKDYLTQSKMYYSGSWGSHVELFCAANLLKINLMTFNVDR----WNAYVP
3BY4_A KSTEMSIGGSGENVLSVHPVLDDNSCLFHAIAYGIFK-QDSVRDLREMVSKEVLNNP--VKFNDAILDKPNKDYAQWILK--MESWGGAIEIGIISDALAVAIYVVDIDA--VKIEKFNE

Ginger1-1_HM SLRLN---KLS----DYSIFLDNSTGFHFDVVINS------
Ginger1-2_HM SLTLT---QLS----EHAIFLDNSTASHFNVVLL-------
Ginger1-3_HM SMKLD---QLT----AHSILLEN-KNNHYNVVLSLKAL---
Ginger1-1_AC GFSSG---NLSQSKSENPALYLTNLCAHYERVVGVEH----
Ginger1-1_AP DGSYKDGTNPN----ENCLYISHVNRNHYQVIIEIE-----
Helitron-1_SP NNPGRIVHDSN-----MGIYLLHVKGVHFDYVESVNCIDSV
Helitron-2_SP KKPGRINIVTSD----KGIYILYTGNVHFNVVESVDFVNFN
Helitron-1_DR NNELFT---------ENSIYLKHCNGNHYEVVTCVKNGSQE
3BY4_A DK-------------FDNYILILFNGIHYDSLTMNEFKT--
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Ginger1-1_HM MKQVGIDLTQ(5)GYKYLIVLVDYFSKWVEA(20)RHGCFEIQINDQGREFVNELSNELHRKTGTRQRMTSAYHPQANGLVERQNQSI(14)WPFIIDGVLFSMRIRKHKSTGFSPF
Ginger1-5_HM WAVLGVDLIG(7)GNKYVLTITDLFTKWIVA(20)TYGPPKKVITDQGREFVNELNNKIFQLMGIKHSVTSAYHPQSNGQDERTNQTF(14)WDSYTSAIAYGLNISCQKSTKMTPF
Ginger1-9_HM WSTVGIDLIG(7)GNKYIITATCLFSKWPEA(20)RHGCCEVQISDQGREFVNEVNHELNKMMGTKCNVTSAYHPQSNGEDERFNQTL(14)WDLYIESILFSYRVSVQDSTKQTPF
Ginger1-11_HM WHQVGVDLCS(6)GYVGICVVVDYFSKWIEA(20)RHGCASIQINDQGREFCNKVSENLLNLTGTCQRITSAYHPQANGLVERANRTI(14)WPHSLDGILFAFRTTRHKSTGVTPF
Gypsy-1-I_RO FDRIALDVKH(6)GNRYIIAGIDYLTKYVEA(21)RHGCPTIIVSDNGKPFVSKLIQQVCKNFSIIHKTTTPYNPQSNGLIERFNRTL(14)WDSYLPAALFAYRTIKQGSTKNTPF
Gypsy-6-I_HM WDVIAADCLG(7)GNRYIVVFGCLFTKYVEA(21)KHGAPRRFLTDRGSNFTSKLVKEVCEILNVKKSFTTAYHPQTDGFVERINGIL(14)WDVHLPAAVYAYNTSISASTGETPF
Gypsy-15-I_NV FDRIAIDAMG(7)GNRYILVISDYLTKWPEA(21)RHSCPNQLLSDRGKNFLSELVQEVCKIFSIRKVQTTAYHPQCDGLVERSNSSL(14)WDIFIPSVLFAHRTSISDSTGDSPF
Gypsy-1-I_MH FELICLDILD(6)NSRYIFVAVDHFSKYVIA(21)IYGAPKRIHSDRGKEFLNSIIKEITNTLKIEQTVTAGYDPNANGLVERINQII(13)WPERLPYLIFAYNSTPSETTGFSPY
Gypsy-1-I_PPl LRKFHIDTVY(6)GMRYLLQAMEPAIGWPEA(21)RFSCIPVFVCDNGPEFKGAV-KYLFDKYNIICVLVAPYHPEANGVAERAHPTL(14)WPLYLHGALLAMRTTTSRMTGYTPY

d GPY/F
Ginger1-1_HM DEAYENIQKSQVRQKRDYDKRV-----NPKNSIAIGTKVLLRNHKR-----DDRKGGKLV-KPWIGPYTVTNISS-TNNCSLKNEKN--VILKKKYNLTSLSLYKEKT
Ginger1-5_HM KKVRENIKIAQEKQCKQHMKKVAK-KGIKTFTFKINDQVMKLNARK-----RGRKGEPLS-KEWMGPYTLADLNI-KGQCTLKNLNG--EILKTKVNVSQLKPYYPCQ
Ginger1-8_HM TEVNNNICHAQTKMKKYYASKQL--KGWKSFTFKTGDQVLVRNYRK-----IGRKGSRME-HDWLGPGIISELKQ-TGAT--LTING--KVWKKAVSLSNMKPYIVDK
Ginger1-9_HM KNALQNIEKAQERQKKAYDAKH----CSENQLFKVGTQVLIKNSKK-----LXRKGSKME-PNWTGPYKICQILK-KNTFRLCNINDCNKKLKQVYNMTRLKIYYPKS
Ginger1-11_HM DEVEKNIKKSQLRQKKDYEKRH-----KNQIQFNIGDEVFVYNLRR-----ADRKGDKGK-SVWDGPYEVIETFIDKGLYQLKQKNG--ETLHTKHHGSNMKLSKKRS
Saci-2(DAA04499) RLVSSNLRKASEHQKDLYDRR------VHGPVYKVGDRVWLRRPMA-----SSGSCSKFH-QPWQGPVEIVLIRS-STTFVLRNLQRPQ-DDVITVHYNQIKPDRMTV
Skipper(AAC39021) KIVRDNILDAQINAPKYYNR------GRGDVIFVVGEKVMVKRKFFQTNLSKDLISHKLE-SKNCGPFIITAVHG-NNVTLDLVGYPK--K-HNVFNKDQIVKLYEDS
Gypsy-1-I_RO DAGVQNIQRAQESQKKQIENKILDERKELKPPFKLGDIVLIYRDYL-----STSWSAKLQ-DKWEGPYVIQHILG-KGTYHIKSMDPHD-IKLRRIHGNRMKPYLLPK
Gypsy-22-I_SP KLARDNIGRSTSRQKRNYDLR------TSVNNYEVGDLVYRLDSTR-----HKGLSPKLKSARWIGPCVITRKLS-ELIFEIRSSPRG---KTTILHHDRLKPFLSAN
Gypsy-6-I_HM NLAKENIQKAQTKMKLHYDQTT------KSYPFQVGHKVWVYTPIT-----KKGLTKKLT-SFWHGPFRLIEKTS-PVTFKVENMNN--KELPTPIHVSRFKQWFGYE
Gypsy-15-I_NV RIAHSLIQKAQQKMKAQYDRTS------KPATFTVGQRVWVYTPKT-----KKGLSRKLQ-NKWWGPYRITQRLS-DVHFRLRTTTN--RPVSVTVHANRMKPYYDPA


