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Atrn001197 MALLPPDPIYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDSRLITQEKGGKHKVFILTNSGYKEDAVIDIDYPGFCRFEANTKLETLFVPDKESKICIYNFSGEKMGSLQPD-DSS-P   150
Pint007858 MALLPPDPKYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHSDSHLITQEKGGKYKIFALTNSGYQEDAVIETDYPGFCRFEANTKLETLFVPDKESKVSIYHFSGEKICSLELD-NSSEL   150
Tbat018273 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGCVYAYNLQTNRFQQKIQVGQAPILHLIHTSSQLITQEKGGKFKVFVLTNSGYKEDAVIETDYPGFCRFEANTKLEILYVPDKDSKIQIYNFSGELQGCLEPP-TTP--   150
Csup014221 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDSHLITQEKGGKFKIFKLTNSGYKEDALIEIDYPGFCRFEANTKLETIYVPDKESKIHIYNFSGEKKETLIPDTNDSSP   150
Bmor011430 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDSHLITQEKGGKLKVFELTNSGYEEDAVIEVDYLGFCRFEANTKLASLYVPEKDYKINIYNFNGEKLGSLEYDDASV--   150
Bman002533 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDSHLITQEKGGKLKVFELTNSGYEEDAVIEVDYPGFCRFEANTKLASLYVPEKDYKINIYNFNGEKLGSLEYDDASV--   150
Msex001283 MALLPPDPVYTIRNVDNVPVYSLAFNFLPGGLERLLAGSKNGYVYAFNLQTNRVQQKIQVGQAPILHLIHTDTQLITQEKGGKYKIFELTNRGYEEDVVINIDYPGFCRFEANTKLETLYVPDNDSKIHIYNFSGEKLGCLEMDDKTL--   150
Hfuc024652 MALLPPDPVYTIRNVDNVPVYSLAFNFLPGGLERLLAGSKNGYVYAFNLQTNRVQQKIQVGQAPILHLIHTDTQLITQEKGGKYKIFELTNRGYEEDVVINIDYPGFCRFEANTKLETLYVPDNDSKIHIYNFSGEKTGCLEMDDKTL--   150
Sfru014272 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDNHLITQEKGGKFKVFSLTNAGYEEDALIDIDYPGFCRFDANTKLEALYVPDKDSKIHIYNFSGERGGCLE-PDASL--   150
Sfru014536 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDNHLITQEKGGKFKVFSLTNAGYEEDALIDIDYPGFCRFDANTKLEALYVPDKDSKIHIYNFSGEKAGCLE-PDASL--   150
Slit015496 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDNHLITQEKGGKFKVFSLTNSGYEEDALIDIDYPGFCRFDANTKLEALYVPDKDSKIHIYNFSGEKGGCLE-PDASL--   150
Sexi021658 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDNHLITQEKGGKFKIFSLTNSGYEEDALIDIDYPGFCRFDANTKLEALYVPDKDSKIHIYNFSGEKVGCLE-PDSSL--   150
Aips015788 MALLPPDPVYTIRNVDNIPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDNHLITQEKGGKFKVFSLTNSGYEEDALIDIGYPGFCRFAANTKLETLYVPDKDSNIHIYNFSGEKVGGLE-PDTSL--   150
Pgno013081 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNEHLITQEKGGKYKVFSLTNSGYEEDAFINIDYPGFCRFEASTKLKTLYVPDKESKIHTYNFSGEKVHCLE-PDASL--   150
Ptre016887 MALLPPDPVYTIRNVDNVPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNEHLITQEKGGKYKVFSLTNTGYEEDAFINIDYPGFCRFEASTKLKTLYVPDKESKIHTYNFSGEKVHCLE-PDAAL--   150
Lacc016196 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLLHTNCQLITQEKGGKYKIFNLTNTGYKEDTVINIDYSGFCRFEANTKLETLYVPDQDSKISIYNFSGEKIGSLQPENGLP--   150
Dchr001656 MALLPPDPVFTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTDNQLITQEKGGKFKIFNLTNSGYKEEQIIDIDYPGFCRFVANTELETLYVPDGDARIQIYNFSGEKLGILKPEDDSP--   150
Dple005216 MALLPPDPVFTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTDNQLITQEKGGKFKIFNLTNSGYKEEQIIDIDYPGFCRFVANTELETLYVPDGDARIQIYNFSGEKLGILKPDDNSP--   150
Hher016556 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTSSQMITQEKGGKFKIFNLTNSGYQEEHTIDIDYPGFCRFDANTKLETLYVPDSESKIYIYNFSGEKLDCLKPEN--P--   150
Hhim016824 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTSSQMITQEKGGKFKIFNLTNSGYQEEHTIDIDYPGFCRFDANTKLETLYVPDSESKIYIYNFSGEKLDCLKPEN--P--   150
Hera008411 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTSSQMITQEKGGKFKIFNLTNSGYQEEHTIDIDYPGFCRFDANTKLETLYVPDSESKIYIYNFSGEKLDCLKPEN--P--   150
Hmel011113 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTSSQMITQEKGGKFKIFNLTNSGYQEEHTIDIDYPGFCRFDANTKLETLYVPDTESKIYIYNFSGEKLDCLKPEN--P--   150
Hnat011184 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTSSQMITQEKGGKFKIFNLTNSGYQEEHTIDIDYPGFCRFDANTKLETLYVPDTESKIYIYNFSGEKLDCLKPEN--P--   150
Paeg003961 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLVGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTDSQMLTQEKGGIYKIFNLTNKGYKEGHTIDTDYPGFCRFDANTKLETLYVPDRESTIYIYNFNGEKIGSLKPDNDLP--   150
Pdar015885 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLLHTNDQLITQEKGGKFKIFNLTNSGYKEETLIDLDYPGFCRFEANTKLETLYVPDRESSVTIYNFSGEKTGSLTP-NTSP--   150
Pxut006373 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNDQLITQEKGGKFKIFNLTNSGYKEETLIDLDYPGFCRFEANTKLETLYVPDRESSITIYNFSGEKTGSLTPVNTSP--   150
Pmac007984 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNNQLITQEKGGKFKIFNLTNSGYKEETLIDLDYPGFCRFEANTKLETLYVPDRESSITIYNFSGEKMGSLVPVNTSP--   150
Pbia012816 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNNQLITQEKGGKFKIFDLTNSGYKEETLIDIDYPGFCRFEANTKLETLYVPDGESSITIYNFSGEKMGSLTPVNTSP--   150
Pmem001318 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLLHTDNQLITQEKGGKFKIFDLTNSGYKEVTLIDLDYPGFCRFEANTKLETLYVPDRESCVTIYNFSGEKVGSLTP-NTSP--   150
Ppol010712 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLLHTDNQLITQEKGGKFKIFDLTNSGYKEVTLIDLDYPGFCRFEANTKLETLYVPDRESCVTIYNFSGEKVGSLTP-NTSP--   150
Pgla013622 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIKVGQAPILHLIHTNNQLITQEKGGKFKIFNLTNSGYKEETLIDFDYPGFCRFEANTKLETLYVPDRESSITIYNFSGEKMGSLTPAKTSP--   150
Papo000977 MALLPPDPVYTIRNVDNSPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTDCQLITQEKGGKFKIFSLTNSGYKEEHIIDMDYPGFCRFEANTKLEMLYVPDRESSIAIYNFSGEKMGSLKPENASP--   150
Ccro015840 MALLPPDPVYTIRNVDNVPVYSLAFNFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLLHTDDQLITQEKGGKYKIFNLTNTGYKVAYNIDIDYPGFCRFEANTKLKVLYVPDMESKINIYNFSGEKIGYLKPETQEP--   150
Psen011474 MALLPPDPVYTIRNVDNTPVYSLAFSFLPGGLERLLAGSKNGYVYAYNLQTNRVQQKIQVGQAPILHLIHTEDQLITQEKGGKYKIFNLSTAGYKEECSFDIDYPGFCRFEANTKLKVLYVPDRDSKIYIYNFSGENIACLKPETQEP--   150
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Symbol(!) stands for the variable site of GNB1l gene between butterflies and moths.
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Atrn001197 KLGDPMCLKFIEFPNDRPCLLVGYEAGWLLLWDLNTSQCIGKLKTNQCPMSIDYHLEQQRGMIGNVSDVLQIFSIGKKDLSLAHKLDVNIKNPGINKVQTRSDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAVQDIVYSSEKVSLW   300
Pint007858 KLGDPMCLKYIDFPNNRPCLLVGYEAGWLLLWDLNTSQYIGKLQIKECPMSLDYHLEQQRGMVGNASDTLQIFSIGKRDLSLAHKLDVNIKNPGINRVRTRSDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAVQDIAYSSQKVSLW   300
Tbat018273 KLGDPMCLKYIEFPCDRPCLLVGYEAGWLLLWDLNTSQCIGQLQTKECPMSVDYHLEQQRGMVGNATDVIQIFSIAKKDLSLAHKLDVAIKNKGINKVHTRMDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSTEKVSFW   300
Csup014221 KLGDPMCFKFIEFPGDKPCLLAGYEAGWLLLWDLNTSQCIGKLQTKECPMSIDYHLEQQRGIIGNVSNVMQIFSISKKDLNMTLKLDIPIKNSGINKVQSRIDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAVQDVVYSTEKVSLW   300
Bmor011430 KLGDVMCLKFIEFPCDRPCLLAGYEAGWLVLWDLNTNKCISKLQVLECPMSVDYHLEQQRGIIGNASNVIQIFNLGRKDLSLTLKLDVTIKNPGINKVKTRSDGKVFTSGGWDGHIRIFSWFSMRPLVVLTEHKQAIQDVAYSTEKVSLW   300
Bman002533 KLGDVMCLKFIEFPCDRPCLLAGYEAGWLLLWDLNTNKCISKLQVLECPMSVDYHLEQQRGIIGNASNVIQIFNLGRKDLSLTLKLDVTIKNPGINKVKTRSDGKVFTSGGWDGHIRIFSWFSMRPLVVLTEHKQAIQDVAYSTEKVSLW   300
Msex001283 KLGEPMCLKFVEFPCDRPVLLAGYEAGWLLLWDLNTSQCISKLKTQECPMSVDYLLEQQKGIIGNASNVIQIFSLGKKDLGLAHKMDVTIKNPGINRVQTRKDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDIAYSTEKVSLW   300
Hfuc024652 KLGEPMCLKFVEFSCDRPVLLAGYEAGWLLLWDLNTSQCISKLKTQECPMSVDYLLDQQKGIIGNASNVIQIFSLGKKDLSLTHKMDVTIKNPGINKVQTRKDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDIAYSTEKVSLW   300
Sfru014272 KLGEPMCLKFIEFPCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTNECPMSVDFHLEQQRGMIGNVSNVIQIFSIGRKDLSLAHKLDITIKNPGTNKVQTRSDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSTEKVSFW   300
Sfru014536 KLGEPMCLKFIEFPCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTNECPMSVDFHLEQQRGMIGNVSNVIQIFSIGRKDLSLAHKLDITIKNPGTNKVQTRSDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSTEKVSFW   300
Slit015496 KLGEPMCLKFIEFPCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTNECPMSVDFHLEQQRGMIGNASNVIQIFSIGRKDLSLAHKLDITIKNPGTNKVQTRSDGKVFASGGWDGNIRIFSWFSLRPLVVLTEHKQAVQDVVYSTEKVSFW   300
Sexi021658 KLGEPMCLKFIEFPCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTSECPMSVDFHLEQQRGMIGNASNVIQIFSIGRKDLSLAHKLDITIKNPGTNKVQTRSDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAVQDVVYSTEKVSFW   300
Aips015788 KLGEPMCLKYVEFPCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTAECPMSVDFHLEQQRGMIGNASNVIQIFSIARKDLSLAHKLDITIKNPGINKVQCRLDGKVFASGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSTEKVSYW   300
Pgno013081 KLGDPMCLKYLEFTCDRPCLLAGYEAGWLLLWDLNTSQCISKLKTMECPMSVDYHLEQHRGILGNASNVIQIFNIGRKDLSLAHKVDISIKNPGINKVQSRSDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSTEKVSFW   300
Ptre016887 KLGDPMCLKYLEFTCDRPCLLVGYEAGWLLLWDLNTSQCISKLKTMECPMSVDYHLEQHRGILGNASNVIQIFNIGRKDLSLAHKLDISIKNPGINKVQSRSDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHKQAIQDVVYSSEKVSFW   300
Lacc016196 KLGDPMCMRYVEFPGDKPCLLTGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHLEQQRGMIGNASNVIQIFNIGKKDFNLSHKMDITIKNPGVNKVQSRLDGKVFASGGWDGHIRIFSWFSLRPLAVLTEHRQAIQDVVYSTEKVSYW   300
Dchr001656 KLGDPMCMKLIEFPNEKPCLLVGYEGCWLLLWDLNASQCISKMQTKECPMSVDFHIEQQRGIIGNASDVIQIFSISKKDFSLTHKMDVGIKNPGINKVSTRSDGRVFASGGWDGHIRIFSWFSLRQLVVLTEHRQAVQDVVYSDQKVSYW   300
Dple005216 KLGETMCMKLIEFPNDKPCLLVGYEAGWLLLWDLNTSQCIGKMQTKECPMSVDFHIEQQRGIIGNASDVIQIFSISKKDFSLTHKMDVGIKNPGINKVSTRSDGRVFASGGWDGHIRIFSWFSLRQLVVLTEHRQAVQEVVYSDQKVSYW   300
Hher016556 KLGDPMCIKHIELSNEQPCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGMVGNASDVIQIFSISKKDLSLAHKLDINIKNPGINRVCTRNDGRVFASGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVTFW   300
Hhim016824 KLGDPMCIKHIELSNEQPCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGMVGNASDVIQIFSISKKDLSLAHKLDINIKNPGINRVCTRNDGRVFASGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVTFW   300
Hera008411 KLGDPMCIKHIELSNEQPCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGMVGNASDVIQIFSISKKDLSLAHKLDINIKNPGINRVCTRNDGRVFASGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVTFW   300
Hmel011113 KLGDPMCIKHIELSNEQPCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGMVGNASDVIQIFSISKKDLSLAHKLDINIKNPGINRVCTRNDGRVFASGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVTFW   300
Hnat011184 KLGDPMCIKHIELSNEQSCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGMVGNASDVIQIFSISKKDLSLAHKLDINIKNPGINRVCTRNDGRVFASGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVSFW   300
Paeg003961 KLGDPMCLKYIEFPNDRSCLLVGYEAGWLLLWDLSTSQYISKLQTKECPMSVDFHLEQQRGIVGNTSDVIQIFNIGKKDLSMTHKLDINIKNPGINKVNTRDDGRVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAVQEVVYSTQKVSYW   300
Pdar015885 KLGDPMCMKYVELAGEKPCLIVGYEAGWLLLWDLNTSQSISKLQTKECPMSVDFHVEQQRGIIGNASNMVQIFSIGRKDLSLAHKMDVTIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Pxut006373 KLGDPMCMKYVELTSEKPCLIVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGIIGNASNMVQIFSIGRKDLSLAHKMDVAIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Pmac007984 KLGDPMCMKYVELASEKPCLIVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHVEQQRGIIGNASNMVQIFSIGRKDLSLAHKMDVAIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Pbia012816 KLGDPMCMKYVELSSEKPCLIVGYEAGWLLLWDLNTSQCISMLQTKECPMSVDFHVEQQRGIIGNASNMVQIFSIGRKDLSLTHKMDVAIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Pmem001318 KLGDPMCMKYVELASEKPCLIVGYESGWLFLWDLNTSQCVSKLQTKECPMSVDFHVEQQRGIIGNASNMVQIFNIGRKDLSLTHKMDVAIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Ppol010712 KLGDPMCMKYVELTSEKPCLIVGYESGWLLLWDLNTSQCVSKLQTKECPMSVDFHVEQQRGIIGNASNMVQIFNIGRKDLSLTHKLDVAIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSTEKVSLW   300
Pgla013622 KLGDPMCMKYIEFASDKPCLLVGYEAGWLLLWDLNTSQCISKLQTKECPMSVDFHFEQQRGIIGNASNMVQIFSIGRKDLSLAHKMDVVIKNPGINKVQSRMDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHRQAIQDVVYSSQKVSLW   300
Papo000977 KLGEPMCIKYLEFFCDKSCLLVGYEAGWLLLWDLNTSQIISKLQTKECPMSVDFHIEQQKGIIGNASDVVQIFSIGRKDLSLAHKMDITIKNPGVNKVQSRMDGKVFVAGGWDGHIRIFSWFSLRPLVVLTEHRQAVQDVVYSTQKVSFW   300
Ccro015840 KLGDPMCMKYIELASDKAHLLVGYEAGWLLLWDLNTSQCIGKLQTKECPMSVDFYMEQQRGIIGNASDVIQVFSIGRKDLSLAHGTDITIKNPGINKVQSRLDGKVFVSGGWDGHIRIFSWFSLRQLVVLTEHKRAIQDVAFSNQKVSMW   300
Psen011474 KLGDPMCMKYIELSSDKAHLLVGYEAGWLLLWDLNTSQCIGKLQTKECPMSVDFYMEQHKGIIGNASDVIQIFSIGRKDLSLAHGTDITIKNPGINKVQSRLDGKVFVSGGWDGHIRIFSWFSLRPLVVLTEHKRAIQDVTYSNQPVSMW   300
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Symbol(!) stands for the variable site of GNB1l gene between butterflies and moths.



 :* ::*******.****:*** *:  
Atrn001197 NANLMAAGGLDGAITLWDLYNAKN--   326
Pint007858 NANIMAAGGLDGAITLWDLYNTKN--   326
Tbat018273 NAYIMAAGGLDGAITLWNLYNTKH--   326
Csup014221 KAHIMAAGGLDGAITLWDLYNNKN--   326
Bmor011430 KAYIMAAGGLDGAITLWDLYNSKQ--   326
Bman002533 KAYIMAAGGLDGAITLWDLYNSKQ--   326
Msex001283 NAHIMAAGGLDGAITLWDLYNNKQ--   326
Hfuc024652 NAHIMAAGGLDGAITLWDLYNNKQ--   326
Sfru014272 NAKIMAAGGLDGAITLWDLYNAKQ--   326
Sfru014536 NAKIMAAGGLDGAITLWDLYNAKQ--   326
Slit015496 NAKIMAAGGLDGAITLWDLYNAKQ--   326
Sexi021658 NAKIMAAGGLDGAITLWDLYNTKQ--   326
Aips015788 KAHIMAAGGLDGAITLWDLYNNKQQ-   326
Pgno013081 KANIMAAGGLDGAITLWDLYNNKQ--   326
Ptre016887 KANIMAAGGLDGAITLWDLYNSKQ--   326
Lacc016196 NAHIMAAGGLDGAITLWDLYNTKQ--   326
Dchr001656 NANIMAAGGLDGAITLWDLYNTKK--   326
Dple005216 NANIMAAGGLDGAITLWDLYNTKK--   326
Hher016556 NANIMAAGGLDGAITLWDLYNTKK--   326
Hhim016824 NANIMAAGGLDGAITLWDLYNTKK--   326
Hera008411 NANIMAAGGLDGAITLWDLYNTKK--   326
Hmel011113 NANIMAAGGLDGAITLWDLYNTKK--   326
Hnat011184 NANIMAAGGLDGAITLWDLYNTKK--   326
Paeg003961 NANILAAGGLDGAITLWDLYNNKK--   326
Pdar015885 KAHIMAAGGLDGAITLWDLYNNKQ--   326
Pxut006373 NAHIMAAGGLDGAITLWDLYNNKQ--   326
Pmac007984 NAHIMAAGGLDGAITLWDLYNNKK--   326
Pbia012816 KAHIMAAGGLDGAITLWDLYNNKQ--   326
Pmem001318 KAHIMAAGGLDGAITLWDLYNNKQ--   326
Ppol010712 NAHIMAAGGLDGAITLWDLYNNKQ--   326
Pgla013622 NANIMAAGGLDGAITLWDLYNHKQ--   326
Papo000977 NANIMAAGGLDGAITLWDLYNNKQ--   326
Ccro015840 NANIMAAGGLDGVITLWDLYNNKNNK   326
Psen011474 NANIMAAGGLDGVITLWDLYNHKKQ-   326
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