CLUSTAL 0(1.2.0) multiple sequence alignment

Bactrocera MHSRKTLLGTLLWIG-FLLNFIWAQKELRRDETYPPPELLKELQPVHDSCVAKTGVTEEA

Anopheles ----- MKLVTFVFAALLCCSMTLGDTTPRRDAEYPPPELLEALKPLHDICLGKTGVTEEA
Culex MAARCAKTLVLFSAVLGIAVVVLADVTPRRDAEYPPPELLEALKPLHDICAKKTGVTDEA
Aedes @ @« @—————- MNGSVVFVLSALVSLSVGDVTPRRDAEYPPPEFLEAMKPLREICIKKTGVTEEA
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Bactrocera IKEFSDGDVHEDELLKCYMYCVFEETDVLHEDGEVHLEKILDKXPESMHVIALHMGKKCL
Anopheles IKKFSDEEIHEDEKLKCYMNCLFHEAKVVDDNGDVHLEKLHDSLPSSMHDIAMHMGKRCL

Culex ITIEFSDGKIHEDEKLKCYMNCLFHEAKVVDDNGDVHLEKLHDSLPNSMHDIAMHMGKRCL
Aedes ITEFSDGKVHEDENLKCYMNCLFHEAKVVDDTGHVHLEKLHDALPDSMHDIALHMGKRCL
* skkk _skkkk Kkhkkkk kek ks ks, s Kk _kkkkks Kk Kk _Kkkk kkgkkkkgk%k

Bactrocera YPKGDNKCERAFWLHRCWKEADPKHYFLI 148
Anopheles YPEGETLCDKAFWLHKCWKQSDPKHYFLV 144

Culex YPEGENLCEKAFWLHKCWKQADPKHYFLV 149
Aedes YPEGENLCEKAFWLHKCWKESDPKHYFL- 142
khkgks, ksskhkkkkokhkkggshkhkhhkrkhsk

http://www.uniprot.org/align/201402114239I0MP15.aln
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