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gi|6754568|ref|NP_034858.1| MRFAWAVLLLGPLQLCPLLRCAP------QTPREPPAAPGAWRQTIQWENNGQVFSLLSLGAQYQPQRRRDPSATARRPDGDAASQPRTPILLLRDNRTASTRARTP-SPSGVAAGRPRPAARHWFQAGFSPSGARDGASRRAANRTASP   150
gi|8393733|ref|NP_058757.1| MRFAWTVLFLGQLQFCPLLRCAP------QAPREPPAAPGAWRQTIQWENNGQVFSLLSLGAQYQPQRRRDSSATAPRADGNAAAQPRTPILLLRDNRTASARARTP-SPSGVAAGRPRPAARHWFQVGFSPSGAGDGASRRAANRTASP   150
gi|20149540|ref|NP_002308.2| MRFAWTVLLLGPLQLCALVHCAPPAAGQQQPPREPPAAPGAWRQQIQWENNGQVFSLLSLGSQYQPQRRRDPGAAVPGAANASAQQPRTPILLIRDNRTAAARTRTA-GSSGVTAGRPRPTARHWFQAGYSTSRAREAGASRAENQTAPG   150
gi|114601320|ref|XP_001153015.1| MRFAWTVLLLGPLQLCALVHCAPPAAGQQQPPREPPAAPGAWRQQIQWENNGQVFSLLSLGSQYQPQRRRDPGAAVPGAANASAQQPRTPILLIRDNRTAAARARTA-GSSGVTAGRPRPTARHWFQAGYSTTRAREAGASRAENQTAPG   150
gi|73970573|ref|XP_538599.2| MRFAWTALLLGPLQLCALLRCAPPAAGQQQPPRQPPAAPAAWRQRIQWENNGQVFSLLSLGSQYQPQRRRDPGTTAPGAANAAAPQPRTPILLLR-NRTAAARERAA-GTAGG-AGRPRPAARHWFQAGYSASGARDA------NQTAPG   150
gi|148229898|ref|NP_776357.2| MRFAWTA-LLGSLQLCALVRCAPPAASHRQPPREQAAAPGAWRQKIQWENNGQVFSLLSLGSQYQPQRRRDPGATAPGAANATAPQMRTPILLLRNNRTAAARVRTA-GPSAAAAGRPRPAARHWFQAGYSTSGAHDAGTSRADNQTAPG   150
gi|46309545|ref|NP_996972.1| MSMSLIDTFIYAFAHVCLLSCIAQTG---QTQRQGNTGAAALRQTIQWQHNGKLFSILSQGSEYQPPLKRD--GNKEQAQARPVAIVRNDDAATRTDSSAPSRASQSRGSVRVPSGTG---ARGGASRWLSGDGARTRGVHGRRNHTDPL   150
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gi|6754568|ref|NP_034858.1| QPPQLSNLRPPSH--IDRMVGDDPYNPYKYSD-DNPYYNYYDTYERPRPGSRNRPGYGTGYFQYGLPDLVPDPYYIQASTYVQKMSMYNLRCAAEENCLASSAYRADVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|8393733|ref|NP_058757.1| QPPQLSNLRPPSH--VDRMVGDDPYNPYKYSD-DNPYYNYYDTYERPRSGSRHRPGYGTGYFQYGLPDLVPDPYYIQASTYVQKMSMYNLRCAAEENCLASSAYRADVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|20149540|ref|NP_002308.2| EVPALSNLRPPSR--VDGMVGDDPYNPYKYSD-DNPYYNYYDTYERPRPGGRYRPGYGTGYFQYGLPDLVADPYYIQASTYVQKMSMYNLRCAAEENCLASTAYRADVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|114601320|ref|XP_001153015.1| DVPALSNLQPPSR--VDGMVGDDPYNPYKYSD-DNPYYNYYDTYERPRPGGRYRPGYGTGYFQYGLPDLVADPYYIQASTYVQKMSMYNLRCAAEENCLASTAYRADVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|73970573|ref|XP_538599.2| ERPALSNLRPPSR--VDGMVGDDPYNPYKYSD-DNPYYNYYDTYERPRPGSRYRPGYGTGYFQYGLPDLVPDPYYIQASTYVQKMSMYNLRCAAEENCLASSAYRADVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|148229898|ref|NP_776357.2| EVPTLSNLRPPNRVDVDGMVGDDPYNPYKYTD-DNPYYNYYDTYERPRPGSRYRPGYGTGYFQYGLPDLVPDPYYIQASTYVQKMAMYNLRCAAEENCLASSAYRGDVRDYDHRVLLRFPQRVKNQGTSDFLPSRPRYSWEWHSCHQHYH   300
gi|46309545|ref|NP_996972.1| RSINGTDRPAGDD---EVMVGDDPYNPYKSTDPDNPYYNYYDTYERPRPAQR--PGYGTGYFQNGLPDLVGDPYYIQASTYVQRVPMYNLRCAAEENCLASSAYRSSVRDYDMRMLLRFPQRVKNQGTSDFLPSRPRYTWEWHSCHQHYH   300
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gi|6754568|ref|NP_034858.1| SMDEFSHYDLLDANTQRRVAEGHKASFCLEDTSCDYGYHRRFGCTAHTQGLSPGCYDTYAADIDCQWIDITDVQPGNYILKVSVNPSYLVPESDYTNNVVRCDIRYTGHHAYASGCTISPY   421
gi|8393733|ref|NP_058757.1| SMDEFSHYDLLDASTQRRVAEGHKASFCLEDTSCDYGYHRRFACTAHTQGLSPGCYDTYAADIDCQWIDITDVQPGNYILKVSVNPSYLVPESDYSNNVVRCEIRYTGHHAYASGCTISPY   421
gi|20149540|ref|NP_002308.2| SMDEFSHYDLLDANTQRRVAEGHKASFCLEDTSCDYGYHRRFACTAHTQGLSPGCYDTYGADIDCQWIDITDVKPGNYILKVSVNPSYLVPESDYTNNVVRCDIRYTGHHAYASGCTISPY   421
gi|114601320|ref|XP_001153015.1| SMDEFSHYDLLDANTQRRVAEGHKASFCLEDTSCDYGYHRRFACTAHTQGLSPGCYDTYGADIDCQWIDITDVKPGNYILKVSVNPSYLVPESDYTNNVVRCDIRYTGHHAYASGCTISPY   421
gi|73970573|ref|XP_538599.2| SMDEFSHYDLLDASTQRRVAEGHKASFCLEDTSCDYGYHRRFACTAHTQGLSPGCYDTYNADIDCQWIDITDVKPGNYILKVSVNPSYLVPESDYSNNVVRCEIRYTGHHAYASGCTISP-   421
gi|148229898|ref|NP_776357.2| SMDEFSHYDLLDASTQRRVAEGHKASFCLEDTSCDYGYHRRFACTAHTQGLSPGCYDTYNADIDCQWIDITDVKPGNYILKVSVNPSYLVPESDYSNNVVRCEIRYTGHHAYASGCTISPY   421
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