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gi|17568795|ref|NP_508560.1| -----------MISNLRISNYFIIFYVLFLIIPIKVTSIHFVDSQH--------NVILILTDDQDIELGSMDFMPKTSQIMKERGTEFTSGYVTTPICCPSRSTILTGLYVHNHHVHTNNQNCTGVEWRKVHEKKSIGVYLQEAGYRTAY   131
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gi|26986617|ref|NP_758498.1| CKGPSDLLTVRQNARNLYSRGLHDKDKE--CHCRDSGYRSSRSQRKNQRQFLRNKGTPKYKPRFVHTRQTRSLSVEFEGEIYDINLEEEE-LQVLPP---------------RSIAKRHDEGHQGFI-GHQAAAGDIRNEMLADSNN---   603
gi|19705485|ref|NP_599205.1| CKGPSDLLTVRQNARNLYSRGLQDKDKE--CHCRESGYRPSRSQRKKERQFLRNQGTPKYKPRFVHTRQTRSLSVEFEGEIYDINLEEEE-LQVLPP---------------RSVAKRHDEGHQGFG-GHQAAAGDFRNEMLADSNS---   603
gi|51467917|ref|NP_001003846.1| CKG-SLKEGSKKRTRSLRSRSYDNREKD--CHCGERPYKAAKAARRAHRQFGQS-SNPRYRPRFVHTRPARSLSVEFEGEIYDVDLQADD-KTPLEP---------------RPISKRHYEPEPGFDSDFGLESDDGSEEMQSDDTN---   603
gi|17568795|ref|NP_508560.1| CRDNWSDQCSCRKKREISN--YDDDDID---------------------------------------------------------------------------------------------------------------EFLT-------   494
gi|24647401|ref|NP_524987.1| CKFHLQLEHQLAAMPRKQ----YQRNCACFTPDGVVYTKIRAPSAGLHRVNKRT------HNGPGRRRNKREVFHTELPDEMEELLDLHQVVDQLVD--------------HTHRSKRDLPASSNETIAQVIQQIQSTLEILELKFN---   705
gi|158292967|ref|XP_314283.4| CKFHGQLQQHLAEMARKTNGQANGRNCACFTQDNFFYTKIKTKRDHTKWQPMATGQPMATHQHRRRRTRQKRSVLTGLGPTMESLVQVAARIDALQRSLYEGELEEHESEGKRTRSKRDTTSSSPSHLADVIHELQQTLVEIEREYEQTA   638
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gi|73999469|ref|XP_544115.2| --------------------------------------QEVDSKLQLFKEN-RRRKKERKEKKRQRKGEECSLPGLTCFTHDNNHWQTAPFW--NLGSFCACTSSNNNTYWCLRTVNETHNFLFCEFATGFLEYFDMNTDPYQLTNAVHT   814
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gi|19705485|ref|NP_599205.1| --------------------------------------QEVDSKLQLFKEH-RRRKKERKEKKRQRKGEECSLPGLTCFTHDNNHWQTAPFW--NLGSFCACTSSNNNTYWCLRTVNETHNFLFCEFATGFLEYFDMNTDPYQLTNTVHT   815
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