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gi|119903758|ref|XP_001254254.1| TEIQETQIHQGFQHLLQALNRPSNQLQLSVGNAMFVQEELKLLDKFIEDARVLYSSEAFPTNFGDPEAAKSLINDYVKKKTQGKIEELFKDLSPRTVLVLVNYIYFKAQPVLLLG-------------------------STEEDVINED   266
gi|126165264|ref|NP_001075181.1| TETPEREIHQGFQHLLQMLSRPSNELQLSVGNTMFVQEQLKLLDKFREDALALYTSEAFSTNFKDPETAKSLINDYVKNKTRGKIVDLFKDLDPLTKVILVNYIYFKAQWRTPFDPKQTYKSQFHVSKNKTVEVPMMSIGDLVTPYFRDE   254
gi|75832097|ref|NP_001012283.2| TETPETEIHQGFQHLLQTFNQPSNQLQLSVGNAMFVSEELKLLDKFRKDAEAFYASEVLSTNFKDSEADVKLINEYVKNKTHGKIEKLFNDLDVLTNLILLNYIFFKAQWKTPFNPNHTYESEFHVSQNERVIVPMMTL-YLETPYFRDE   253
gi|194676990|ref|XP_001252647.2| TETPETEIHQGFQHLLQTFNQPSNQLQLSVGNAMFVSEELKLLDKFRKDAEAFYASEVLSTNFKDSEAAVKLINEYVKNKTHGKIEKLFNDLDVLTNLILLNYIFFKAQWKTPFNPNHTYESEFHVSQNERVIVPMMTL-YLETPYFRDE   253
gi|194677056|ref|XP_001787316.1| TETPETEIHQGFQHLLQTFNQPSNQLQLSVGNAIFVPEELKLLDKFRKDAEAFYASEVLSINFKDSEAAVKLINEYVKNKTHGKIEKLLNDLDVLTNLILLNYIFFKAQWKTPFNPNHTYESEFHVSKNERVKVPMMTL-RLETPYFRDE   224
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