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gi|6680387|ref|NP_032370.1| ---MTWDGLPTQPLLMLLMLLFAAGSGSALAGCPGCGPGMQTGCRGGCVEEEDAGSPADGCTEAGGCLRREGQPCGVYSPKCAPGLQCQPRENEETPLRALLIGQGRCQRARGP--SEETTKESKPQGGASRSRDTNHRDRQKNPRTSAA   145
gi|6981090|ref|NP_037236.1| ---MTWDGLPTQPLLMLLMLLFAAGSESALAGCPGCGPGVQ---------EEDAGSPADGCAETGGCFRREGQPCGVYIPKCAPGLQCQPRENEETPLRALLIGQGRCQRARGP--SEETTKESKPHGGASRPRD---RDRQKNPRTSAA   133
gi|11321593|ref|NP_002169.1| ---MTPHRLLPP-LLLLLALLLAASPGGALARCPGCGQGVQAGCPGGCVEEEDGGSPAEGCAEAEGCLRREGQECGVYTPNCAPGLQCHPPKDDEAPLRALLLGRGRCLPARAPAVAEENPKESKPQAGTARPQDVNRRDQQRNPGTSTT   146
gi|114644526|ref|XP_509089.2| ---MTPHRLLPPLLLLLLALLLAASPGGALARCPGCGQGVQAGCPGGCVEEEDGGSPAEGCAEAEGCLRREGQDCGVYTPNCAPGLQCHPPKDDEAPLRALLLGRGRCLPARAPAVAEENPKESKPQAGTARPQDVNRRDQQRNPGTSTT   147
gi|110626119|ref|NP_001035585.1| ---MTPHRLLPP---LLLTLLLAARPGGALARCPGCGQGVSAGCPGGCAEEEDGGPAAEGCAEAGGCLRREGQQCGVYTPNCAPGLQCQPPEKEDLPLRALLQGRGRCGRARTP--SGENPKESKPQAGTARSQDVNRRDQQRNSGTSTT   142
gi|73996267|ref|XP_849343.1| ---MTPRRLLPP--LLLLGLLLAARSGAALARCPGCGQGAQAGCPGACVQEEDGGPPAEGCAEKRGCLRREGQLCGVYTPNCLPGLQCQPPEEDEAPLRALLLGRGRCRRARGPAPARENPKESKPQAGTTRPQDVNRRDQQRNPGASTT   145
gi|68402883|ref|XP_693225.1| MENLRPGRKMSFLSNLTAVVLLLVVHCGSWCLAGRLGPHKNCPTCKDGHFSGAGRASRDPAGAASTTVLALGEPCGVYTLSCARGLRCIPPPREHSPLQALLQGRGFCAK------------------------------HSRTSPTERP   120
gi|189524863|ref|XP_001922585.1| --------MMSLPHLLALWVTIQLCIFASSSLV--LGLKKFCSLCP----SGELKSHR--SGDEMTSMLALDEPCGVYTLPCALGLRCIPPTGEQSPLQALLQGRGACR-------------------------------NSKNTISDIP   103
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gi|6680387|ref|NP_032370.1| PI-RPNP--VQDSEMGPCRRHLDSVLQQLQTEVFRGGARGLYVPNCDLRGFYRKQQCRSSQGNRRGPCWCVDPMGQPLPVSPDG-QGSTQCSARSSG   238
gi|6981090|ref|NP_037236.1| PI-RPSP--VQDGEMGPCRRHLDSVLQQLQTEVFRGGANGLYVPNCDLRGFYRKQQCRSSQGNRRGPCWCVDPMGQPLPVSPDG-QGSSQCSARSSG   226
gi|11321593|ref|NP_002169.1| PS-QPNSAGVQDTEMGPCRRHLDSVLQQLQTEVYRG-AQTLYVPNCDHRGFYRKRQCRSSQGQRRGPCWCVDRMGKSLPGSPDG-NGSSSCPTGSSG   240
gi|114644526|ref|XP_509089.2| PS-QPNSAGVQDTEMGPCRRHLDSVLQQLQTEVYRG-AQTLYVPNCDHRGFYRKRQCRSSQGQRRGPCWCVDRMGKSLPGSPDG-NGSSSCPTGSSG   241
gi|110626119|ref|NP_001035585.1| PS-RSNSGGVQDTEMGPCRKHLDSVLQQLQTEVFRG-AHTLYVPNCDQRGFYRKRQCRSSQGQRRGPCWCVERMGQPLPGSSEGGDGSSLCPTGSSG   237
gi|73996267|ref|XP_849343.1| TSGRPNPGGVQDAEMGPCRRHLDSVLQQLQTEVYRG-VHTLYVPNCDHKGFYRKRQCRSSQGQRRGPCWCVDRMGQPLSGSPDG-DGSSSCPPGSSG   240
gi|68402883|ref|XP_693225.1| RPTGPHPSHSGEMEKAPCRKLLNSVLRGLELTIFQS-DRDIYIPNCDTRGFYRKKQCRSSKGMQRGHCWCVDELGNTVPSRAGE-DGILPCDGE---   212
gi|189524863|ref|XP_001922585.1| PPTDYEPSTTENNEKGPCRKLLNSVLQSIELTVIHS-VQDIYIPNCDKQGSFRRKQCRSSRGMQRGHCWCVDEKGSKISSRRRS-DGSISCSSA---   195
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