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H_vire NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGTEDAHPSSSV---ELSIERLLEMESLVADPSEE--FQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
C_marg -------------------------------CEGCKGFFKRTVRKDLSYACREEKACLIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAAKGQEEAHPSSSV---ELSIERLIEIESSPTESQSE--LQYLRVSSVVPTRYPVSSLCQIGNRQLRALVDWARCLPHF
C_fumi NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRNARGAEDAHPSSSV---ELSIERLTEMESLVADPSEE--FQFLRVGSNVPPRYPVSSLCQIGNKQIAALVVWARDIPHF
B_mori NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREDKNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARRTEDAHPSSSV---ELSIERLLELEALVADSAEE--LQILRVGSGVPAKYPVSSLCQIGNKQIAALIVWARDIPHF
M_sext NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREDRNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGTEDAHPSSSV---ELSIERLLEIESLVADPPEE--FQFLRVGSGVPAKYPVSSLCQIGNKQIAALVVWARDIPHF
C_supp NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGTEDPLPSSSV---ELSIERLLEMESLVADTSEE--CQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
P_inte NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGTEDAHPSSSV---ELSIERLLEMEALVADTSEE--FQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
H_armi NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRGARGTEDAHPSSSV---ELSIERLLEMESLVADPSEE--FQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
S_litu NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGAEDAHPSSSV---ELSIERLLEMESMVADPTEE--YQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
S_exig NYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREERNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRAARGTEDAHPSSSV---ELSIERLLEMESLVADPSEE--YQFLRVGSNVPPKFPVSSLCQIGNKQIAALVVWARDIPHF
D_mela QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACRENRNCIIDKRQRNRCQYCRYQKCLTCGMKREAVQEERQRGARGSDDFMTNSVS---DFSIERIIEAEQRAETQCGDRALTFLRVGSTVQPDYAVSALCQVVNKQLFQMVEYARMMPHF
D_pseu QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACRENRNCIIDKRQRNRCQYCRYQKCLSCGMKREAVQEERQRGARGADEFMANNVS---DFTIERLLDAEQRAEAQSGDRALAFLRVGSTVQPDYAVSALCQVVNKQLYQMVEYARLMPHF
L_cupr QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLTYACREDRNCIIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRGTRGGEDFKPSSSL---DLTIERIIEAEQKAESLSGDNVLPFLRVGSMVQHDYAVSHLCQMVNKQLYQMVEYARRTPHF
C_tent QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREERNCVIDKKQRNRCQYCRYQKCLNCGMKREAVQEERQRGGKSTQSLVNNGPG---DITVERLMEADQMSEARCGDKSIQYLRVATMIPPEYPVSAICAMVNKQVFQHMDFCRRLPHF
A_gamb QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREDKNCTIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRSSKKSEEINSTSSV---DVVVDRFLEAEQIGEQKSGDNAIPYLRVGSMIPSEYAVSHLCQMVNKQIYQLIEFARRLPNF
A_albo QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREDKNCTIDKRQRNRCLYCRYQKCLACGMKREAVQEERQRSSKKSEEINSTSSV---DVTIERITAAEQLSEQKSGDNAIPYLRVGSMIPPEYAVSHLCQMVNKQIYQLIDFARRLPHF
A_aegy QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREDKNCTIDKRQRNRCQYCRYQKCLACGMKREAVQEERQRSSKKSEEINSTSSV---DVTIERIHEAEQLSEQKSGDNAIPYLRVGSMIPPEYAVSHLCQMVNKQIYQLIDFARRVPHF
L_migr QYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREDKNCIIDKRQRNRCQYCRYQKCLAMGMKREAVQEERQRTKERDQNEVESTSSLHTDMPVERILEAEKRVECKAEN---QVEYES-------QAANICQATNKQLFQLVEWAKHIPHF
B_germ PYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREDKNCIIDKRQRNRCQYCRYQKCLSMGMKREAVQEERQRTKERDQNEVESTSSLHTDMPVERILEAEKRVECKSEQ---QVEFE--------AVTNICQATNKQLFQLVEWAKHIPHF
B_taba --------------------------------------------------------------------------------KREAVQEERQRNKEKS-NEVESTSNSQNDMPIERILEAELRVEPKNED---IDS----------PVSDICQAADRQLYQLIEWAKHIPHF
L_dece PYPPNHPLSGSKHLCSICGDKASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKNCLIDKRQRNRCQYCRYQKCLVMGMKREAVQEERQRTKDRDASEVESTSSNPNEMSIERLLEAEKRVECNDP----PVALEN-------AVTNICQATNKQLLQLVEWAKLIPHF
T_moli LYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKNCIIDKRQRNRCQYCRYQKCLNMGMKREAVQEERQRTKDRDTSEVESTSNMQAEMPLDRIIEAEKRIECTPAG---GSGGVG-------GVNNICQATNKQLFQLVQWAKLIPHF
T_cast PYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKNCIIDKRQRNRCQYCRYQKCLNMGMKREAVQEERQRTKDRDTSEVESTSNLQADMPLERIIEAEKRVECNDPL---VALVVN-------TVNNICQATHKQLFQLVQWAKLVPHF
P_fusc ----------------------------------------RTVRKDLSYACREEKSCIIDKRQRNRCQYCRYQKCLAMGMKREAVQEERQRTKERDQSEVESTSSLHADMPIERILEAEKRVDCKVEH---DGNYE--------------------LFQLVTWAKHIPHF
S_depi PYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKSCIIDKRQRNRCQYCRYQKCLAMGMKRGAVQEERQRTKERDQSEVESTSSLHSDMPIERILEAEKRVECKMEQ---QGNYEN-------AVSHICNATNKQLFQLVAWAKHIPHF
M_scut PYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKSCIIDKRQRNRCQYCRYQKCLAMGMKREAVHEERQRTKERDQSEVESTSSLHSDMPIERILEAEKRVECKMEQ---QGNYEN-------AVSHICNATNKQLFQLVAWAKHIPHF
A_mell PYPPNHPLSGSKHLCSICGDRASGKHYGVYSCEGCKGFFKRTVRKDLSYACREEKSCIIDKRQRNRCQYCRYQKCLAMGMKREAVQEERQRTKERDQSEVESTSSLHSDMPIERILEAEKRVECKMEQ---QGNYEN-------AVSHICNATNKQLFQLVAWAKHIPHF
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H_vire SQLEMEDQILLIKGSWNELLLFAIAWRSMEFLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRTLRVDQAEYVALKAIILLNPDVKGLKNRQEVEVLREKMFLCLDEYCRRSRSSEEGRFAALLLRLPALRSISLKSFEHLFFFHLVADTSIAGYIRDALR
C_marg NRLQLSDQVLLLKSSWNELLIIAIAWRSIEYLEPQLMCLMPGMTLHRNSALLAGVGVMFDRILSELSLKMRQMRVDQAELACLKAVILFNPDLRGVKGRQEIDAIRDKVYALLEDHCRTRRAGEEGRFASLLLRLPALRSISLKCFEHLFFFRLFGDVSIETCLLEVWQ
C_fumi GQLELDDQVVLIKASWNELLLFAIAWRSMEYLEPQLMCLMPGMTLHRNSAQQAGVGAIFDRVLSELSLKMRTLRMDQAEYVALKAIVLLNPDVKGLKNRQEVDVLREKMFSCLDDYCRRSRSNEEGRFASLLLRLPALRSISLKSFEHLYFFHLVAEGSISGYIREALR
B_mori GQLEIDDQILLIKGSWNELLLFAIAWRSMEFLNPQLICLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRSLRMDQAECVALKAIILLNPDVKGLKNKQEVDVLREKMFLCLDEYCRRSRGGEEGRFAALLLRLPALRSISLKSFEHLYLFHLVAEGSVSSYIRDALC
M_sext GQLELEDQILLIKNSWNELLLFAIAWRSMEYLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRTLRMDQAEYVALKAIILLNPDVKGLKNKPEVVVLREKMFSCLDEYVRRSRCAEEGRFAALLLRLPALRSISLKCFEHLYFFHLVADTSIASYIHDALR
C_supp SQLEMDDQVLLIKGAWNELLLFAIAWRSMEFLNPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRHLRMDQAEYVALKAIILLNPDIKGLGNRQEVEVLREKMYSCLDEYCRRVRVSEEGRFASLLLRLPALRSISLKSFEHLFFFHLVADSSIAGYIRDLLR
P_inte SQLELEDQVTLIKASWNELLLFAIAWRSMEYLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELALKMRSLPVDQAEYVALKAVILLNPDVKGLNSRQEVEVLREKMYSCLDEYCRRSRGSEEGRFASLLLRLPALRSISLKSFEHLFFFHLVADGSIPGYIRDALR
H_armi SQLELEDQILLIKGSWNELLLFAIAWRSMEYLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRSLRVDQAEYVALKAIILLNPDVKGLKNRQEVEVLREKMFLCLDEYCRRSRGSEEGRFAALLLRLPALRSISLKSFEHLFFFHLVADTSIAGYIRDALR
S_litu NSLHLEDQMLLIKASWNELLLFAIAWRSMEYLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRALRFDQAEYVALKAIILLNPDVKGLKNRLDVELLREKMFSCLDEYVRRSRGGEEGRFAALLLRLPALRSISLKSFEHLFFFHLVADTSIASYIRDALR
S_exig SSLELEDQTLLIKSSWNELLLFAIAWRSMEYLTPQLMCLMPGMTLHRNSALQAGVGQIFDRVLSELSLKMRALRVDQAEYVALKAIILLNPDVKGLKNRAEVEILREKMFSCLDEYVRRSRGGEEGRFAALLLRLPALRSISLKSFEHLFFFHLVADTSIATYIREALR
D_mela AQVPLDDQVILLKAAWIELLIANVAWCSIVSLDPQQLFLNQSFSYHRNSAIKAGVSAIFDRILSELSVKMKRLNLDRRELSCLKAIILYNPDIRGIKSRAEIEMCREKVYACLDEHCRLEHPGDDGRFAQLLLRLPALRSISLKCQDHLFLFRITSDRPLEELFLEQLE
D_pseu AQLPLDDQVILLKAAWNELLIANVAWCSIVSLDPQQLFLNQSFSYHRNSAIKAGVSTIFDRILSELSVKMKRLNLDRRELACLKAIILYNPDMRGIKNRAEIEICREKVYACLDEHCRVEHPGDDGRFAQLLLRLPALRSISLKCLDHLFFFRIISDRPLEELFIEQLE
L_cupr THLQREDQILLLKAGWNELLIANVAWCSIESLDPQQLFLNQNFSYHRNSAIKANVVSIFDRILSELSIKMKRLNIDRSELSCLKAIILFNPDIRGLKCRADVEVCREKIYACLDEHCRTEHPGDDGRFAQLLLRLPALRSISLKCLDHLFFFRLIGERALEELIAEQLE
C_tent TKLPLNDQMYLLKQSLNELLILNIAYMSIQYVESQQMCLSRNYTLGRNMAVQAGVVQIFDRILSELSVKMKRLDLDATELCLLKSIVVFNPDVRTLDDRKSIDLLRSRIYASLDEYCRQKHPNEDGRFAQLLLRLPALRSISLKCLDHLFYFQLIDDKNVENSVIEEFH
A_gamb SNLPREDQVTLLRSGWNEMLIASVAWRSMEYIEPQLMCLGPNFTLHRNSAQQAGVDSLFDRILCELAIKMKRLDVNRAELGILKAIILFNSDIRGLKCRKEIDQMREKIYACLDEYCKTQHPSEDGRFAQLLLRLPALRSISLKCIDHLNFLRLLGDKQLDNFIIEMLD
A_albo TNLHRDDQVMLLRCGWNEMLIAAVAWRSMEYIEPQLMCLGPNFTLHRNSAQQAGVDTLFDRILCELGIKMKRLDVTRAELGVLKAIILFNPDIRGLKCQNGDDGMREKIYACLDEHCKQQHPSEDGRFAQLLLRLPALRSISLKCLDHLNFIRLLSDKHLDNFIIEMLD
A_aegy INLPRDDQVMLLRCGWNEMLIAAVAWRSMEYIEPQLMCLGPNFTLHRNSAQQAGVDTLFDRILCELGIKMKRLDVTRAELGVLKAIILFNPDIRGLKCQKEIDGMREKIYACLDEHCKQQHPSEDGRFAQLLLRLPALRSISLKCLDHLNFIRLLSDKHLDSFIVEMLD
L_migr TSLPLEDQVLLLRAGWNELLIAAFSHRSVDVKD---IVLATGLTVHRNSAHQAGVGTIFDRVLTELVAKMREMKMDKTELGCLRSVILFNPEVRGLKSAQEVELLREKVYAALEEYTRTTHPDEPGRFAKLLLRLPSLRSIGLKCLEHLFFFRLIGDVPIDTFLMEMLE
B_germ TTLPLSDQVLLLRAGWNELLIAAFSHRSVEVKD---IVLATGLTVHRNSAHQAGVGAIFDRVLTELVAKMREMKMDKTELGCLRSVILFNPDVRGLKSSQEVELLREKVYAALEEYTRTTYPDEPGRFAKLLLRLPSLRSISLKCLEYLFFFRLIGNVPIDEFLMEMLE
B_taba TELPVEDQVILLKSGWNELLIAGFSHRSMSVKD---IMLATGLVVHRNCAHQAGVGAIFDRVLTELVAKMREMKMDKTELGCLRSIVLFNPEAKGLKSTQQVENLREKVYAILEEYCRQTYPDQSGRFAKLLLRLPALRSIGLKCLEHLFFFKLVGNTSIDSFLLSMLE
L_dece TSLPVSDQVLLLRAGWNELLIASFSHRSMQTQE---IILATGLTINKSTAQAVGVGNIYDRVLSELVNKMKEMRMDKTELGCLRAIILYNPDVRGLQSTQEVEILREKIYENLEEYTRTTHPNEPGRFAKLLLRLPALRSIGLKCLEHLFFFRLIGDVTIDTFITEMLE
T_moli TSLPMSDQVLLLRAGWNELLIAAFSHRSIQAQD---IVLATGLTVNKTSAHAVGVGNIYDRVLSELVNKMKEMKMDKTELGCLRAIILYNPTCRGIKSVQEVEMLREKIYGVLEEYTRTTHPNEPGRFAKLLLRLPALRSIGLKCSEHLFFFKLIGDVPIDTFLMEMLE
T_cast TSLPLTDQVQLLRAGWNELLIAAFSHRSMQAQD---IVLATGLTVNKSTAHAVGVGNIYDRVLSELVNKMKEMKMDKTELGCLRAIILYNPDVRGIKSVQEVEMLREKIYGVLEEYTRTTHPNEPGRFAKLLLRLPALRSIGLKCLEHLFFFKLIGDVPIDTFLMEMLE
P_fusc TSLPLEDQVLLLRGGWNELLIASFSHRSIGIKD---IVLATGITVYRSSAQQAGVGTIFDHVLSELVTKMRDMKMDKTELGCLRSIILFNPDVRGLKSMQEVSLLREKIYAALEEYTRVSCPNDSGRFAKLLLRLPSIRSIGLKCLEHLFFYKLIGDVPIDEFIMELLE
S_depi TSLPLEDQVLLLRAGWNELLIASFSHRSIDVKD---IVLATGITVHRNSAQQAGVGTIFDRVLSELVSKMREMKMDRTELGCLRSIILFNPEVRGLKSIQEVTLLREKIYAALEGYCRVAWPDDAGRFAKLLLRLPAIRSIGLKCLEYLFFFKMIGDVPIDDFLVEMLE
M_scut TSLPLEDQVLLLRAGWNELLIASFSHRSIDVKD---IVLATGITVHRNSAQQAGVGTIFDRVLSELVSKMREMKMDRTELGCLRSIILFNPEVRGLKSIQEVTLLREKIYAALEGYCRVAWPDDAGRFAKLLLRLPAIRSIGLKCLEYLFFFKMIGDVPIDDFLVEMLE
A_mell TSLPLEDQVLLLRAGWNELLIASFSHRSIDVKD---IVLATGITVHRNSAQQAGVGTIFDRVLSELVSKMREMKMDRTELGCLRSIILFNPEVRGLKSIQEVTLLREKIYGALEGYCRVAWPDDAGRFAKLLLRLPAIRSIGLKCLEYLFFFKMIGDVPIDDFLVEMLE
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