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gi|5453676|ref|NP_006135.1| MRNSYRFLASSLSVVVSLLLIPEDVCEKIIGGNEVTPHSRPYMVLLSLDRKTICAGALIAKDWVLTAAHCNLNKRSQVILGAHSITREEPTKQIMLVKKEFPYPCYDPATREGDLKLLQLTEKAKINKYVTILHLPKKGDDVKPGTMCQV   150
gi|114600290|ref|XP_001148261.1| MRNSYRFLASSLSVVVSLLLIPEDVCEKIIGGNEVTPHSRPYMVLLSLDRKNICAGALIAKDWVLTAAHCNLNKRSQVILGAHSITREEPTKQIMLVKKEFPYPCYDPDTREGDLKLLQLTEKAKINKYVTILHLPKKGDDVKPGTMCQV   150
gi|154707908|ref|NP_001092565.1| MRNSSTFLAATLSIVV-FLLIPEDLCEKIIGGNQVTPHSRPYMVLL--DGGNICAGALIAKDWVLTAAHCSLNQKSQIILGAHSRNKEEPEKQIMFVKKEFPYPCYDPDTHEGDLKLLKLNKKATLNKNVAILQLPKEGKDVEPGTACRV   147
gi|6754102|ref|NP_034500.1| MRNASGPRGPSLATLLFLLLIPEGGCERIIGGDTVVPHSRPYMALLKLSSNTICAGALIEKNWVLTAAHCNVGKRSKFILGAHSINKE-PEQQILTVKKAFPYPCYDEYTREGDLQLVRLKKKATVNRNVAILHLPKKGDDVKPGTRCRV   149
gi|23618883|ref|NP_703198.1| MRNPCAPWVSSLTTVIFLLLIPEGGCERIIGGDTVVPHSRPYMVLLKLKPDSICAGALIAKNWVLTAAHCIPGKKSEVILGAHSIKKE-PEQQILSVKKAYPYPCFDKHTHEGDLQLLRLKKKATLNKNVAILHLPKKGDDVKPGTRCHV   149
gi|73949707|ref|XP_544335.2| MRNSCTFPASSFSIAIFLLLVPGDFCVEIIGGNQVSPHSRPYMVLLK--GKKICAGALIAEDWVLTAAHCVLDKNSQVILGAHSITKKESEKQIMFVKKEFPYPCFDPDTHEGDLKLLQLKKKAKVNKKVSILRLPKRGDDVKPGTMCRV   148
gi|45383251|ref|NP_989788.1| MG---VFFTLSTSAAIVLLILPGDLCVDIIGGHEVAPHSRPFMAMLK--GKEFCGGALIKPSWVLTAAHCNL-KGGRVILGAHSRTKREEEEQVIEIAEEIRYPDYCPERKEHDIMLLKLKKRAKINSAVKVIPLPTSGDDLKQGTICSV   144
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gi|5453676|ref|NP_006135.1| AGWGRTHNS-ASWSDTLREVNITIIDRKVCNDRNHYNFNPVIGMNMVCAGSLRGGRDSCNGDSGSPLLCEGVFRGVTSFGLENKCGDPRGPGVYILLSKKHLNWIIMTIKGAV----   262
gi|114600290|ref|XP_001148261.1| AGWGRTHNS-ASRSDTLREVNITIIDRKVCNDQNHYNFNPVIGMNMVCAGSLRGGRDSCNGDSGSPLLCEGVFRGVTSFGLENKCGDPRGPGVYTLLSKKHLNWIIMTIKGAV----   262
gi|154707908|ref|NP_001092565.1| AGWGQFYNN-SPVSKILREVNVTIIDRKICNDQSHYNYNPVIGLNMICAGSLQGGKDSCHGDSGSPLICKDTFRGITAFGIPGRCGDPRGPGVYTLLSKKHLNWIVKTMKQAV----   259
gi|6754102|ref|NP_034500.1| AGWGRFGNK-SAPSETLREVNITVIDRKICNDEKHYNFHPVIGLNMICAGDLRGGKDSCNGDSGSPLLCDGILRGITSFGGE-KCGDRRWPGVYTFLSDKHLNWIKKIMKGSV----   260
gi|23618883|ref|NP_703198.1| AGWGRFHNK-SPPSDTLREVNITVIDRKICNDEKHYNFNPVIGLNMICAGNLRGGKDSCYGDSGGPLLCEGIFRGITAFGLEGRCGDPKGPGIYTLLSDKHLDWIRKTAKGAV----   261
gi|73949707|ref|XP_544335.2| AGWGRIHNN-SPQSDTLREVNITVINRRICNDEKHYNYNPVIGLNMICAGSLNGGKDSCNGDSGSPLICEGIFRGVTAFGLPGKCGDPRGPGIYTFLSQKYLSWINKTMKGVV----   260
gi|45383251|ref|NP_989788.1| AGWGQISKRGNKMSDTLREVNVTVISRRICNDKKHYRKEPRITDNMICAGSKRGDKDSCRGDSGGPLICNNVMKGITSFGKS-PCGDPGGPGVYTRITDKYLKWIRKTIGGDLLTGF   260
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