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gi|226498382|ref|NP_612385.2| --------------------------MMADEEEE--------------------VKPILQKLQELVDQLYSFRDCYFETHSVEDAGRKQQDVQKEMEKTLQQMEEVVGSVQGKAQVLMLTGKALNVTPDYSPKAEELLSKAVKLEPELVE   150
gi|114651732|ref|XP_520664.2| --------------------------MMADEEEE--------------------VKPILQKLQELVDQLYSFRDCYFETHSVEDAGRKQQDVRKEMEKTLQQMEEVVGSVQGKAQVLMLTGKALNVTPDYSPKAEELLSKAVKLEPELVE   150
gi|124358948|ref|NP_001074418.1| --------------------------MMADEEEE--------------------AKHVLQKLQGLVDRLYCFRDSYFETHSVEDAGRKQQDVQEEMEKTLQQMEEVLGSAQVEAQALMLKGKALNVTPDYSPEAEVLLSKAVKLEPELVE   150
gi|61557041|ref|NP_001013149.1| --------------------------MMADEEEE--------------------AKQVLQKLQELVDQLYCFRDSYFETHSVEDAGQKQQDVQEEMEKTLRQMEEVLGSVQVEAQALMLKGKALNVTPDYSPEAEVLLSKAVKLEPELVE   150
gi|115495937|ref|NP_001068932.1| --------------------------MMAVEEEE--------------------VKEVLQKLQELVDQLYSFRECYFETHSVDDAGRKQQDVREEMEKTLQQMEEVVGSVQGNAQVLMLTGKALNVTPDYSPKAEELLSKAVKLEPKLVE   150
gi|73978094|ref|XP_853663.1| MTFHLKLQSVCPLACGLPRGVVLLEALLAPGREELWPRGRGGRWDPATSFMTRGVRPSWGRGQDLVDQLYSFRECYFETHGVEDAGRKQRDVREEMEKTLQRMEEVVGSVQGKAQVLMLTGKALNVTPDYSPKAEELLSKAVKLEPKLVE   150
gi|62955285|ref|NP_001017654.1| -----------------------MAEVDNDGEQK------------------TTDKDDLQVLKELVDDLYSFRGRYFETHSVEDAGRKQNDVAQEMAKTLKRLEEKADLYKHSAQFLLLRGRCLNVAPEFSQAAEECLSRAVKLEPGLVE   150
gi|115436838|ref|NP_001043149.1| --------------KPMSSEAGGAAASSASAPPP-------------------PRRTPLERTADAAEELYRLRDTFFPRDPVEKAAALRALADDALAVLDSLPPEQRKTPQQRAVYEFLRGKILDVFPDYHKEAEDHLSKAVKLNPSLVD   150
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gi|226498382|ref|NP_612385.2| AWNQLGEVYWKKGDVAAAHTCFSGALTHCRNKVSLQNLSMVLRQLRTD-TEDEHSHHVMDSVRQAKLAVQMDVHDGRSWYILGNSYLSLYFSTGQNPKISQQALSAYAQAEKVDRKASSNPDLHLNRATLHKYEESYGEALEGFSRAAAL   300
gi|114651732|ref|XP_520664.2| AWNQLGEVYWKKGDVAAAHTCFSGALTHCRNKVSLQNLSMVLRQLRTD-TEDEHSHHVMDSVRQAKLAVQMDVHDGRSWYILGNSYLSLYFSTGQNPKISQQALSAYAQAEKVDRKASSNPDLHLNRATLHKYEESYGEALEGFSRAAAL   300
gi|124358948|ref|NP_001074418.1| AWNQLGEVYWKKGDVASAHTCFSGALTHCKNKVSLQNLSMVLRQLQTD-SGDEHSRHVMDSVRQAKLAVQMDVLDGRSWYILGNAYLSLYFNTGQNPKISQQALSAYAQAEKVDRKASSNPDLHLNRATLHKYEESYGEALEGFSQAAAL   300
gi|61557041|ref|NP_001013149.1| AWNQLGEVYWKKGDVAAAHTCFSGALTHCKNKVSLQNLSMVLRQLQTD-SGDEHSRHVMDSVRQAKLAVQMDVLDGRSWYILGNAYLSLYFNTGQNPKISQQALSAYAQAEKVDRKASSNPDLHLNRATLHKYEESYGEALEGFSQAATL   300
gi|115495937|ref|NP_001068932.1| AWNQLGEVYWKKGDVAAAHTCFSGALTHCKNKVSLQNLSMVLRQLRTD-SGDEHSRHVMDSVRQAKLAVQMDILDGRSWYILGNAYLSLYFNTGQNPKISQQALSAYAQAEKVDRTASSNPDLHLNRATLHKYEENYGEALEGFSRAAAL   300
gi|73978094|ref|XP_853663.1| AWNQLGEVYWKKGDIAAAHTCFSGALTHCKNKVSLQNLSMVLRQLRAD-TGDEHSRHVMDSVRQAKLAVQMDVHDGRSWYILGNAYLSLYFNTGQNPKISQQALSAYAQAEKVDRTACSNPDLHLNRATLHKYEENYGEALEGFSRAAAL   300
gi|62955285|ref|NP_001017654.1| GWNTLGEQYWKKGDLTAAKTCFTGALQQSKNKVSLRSLSMVLRQLPPEGDAQEQSKRILESVDLARHAVQLDVTDGTSWYILGNAYISMFFTSGQNPQLSQQALSAYAQAEKIDKASSMNPDLHFNRATLFQYEEMFSSALGGYSRAAAL   300
gi|115436838|ref|NP_001043149.1| AWLCLGNCIWKKGDLDSAMNCFSLALSKGADKKILCQLSMLERSMAQG--SEGQAQLVEESIKHAKEAVMLDIRDGNSWYNLGNAYLTSFFVSGSWDHMKLHHSVKAYQNAEKDETTKCNPDLYYNCATADKYLENYERALRGFEAAALK   300
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gi|226498382|ref|NP_612385.2| DPAWPEPRQREQQLLEFLDRLTSLLESKGKVKTKKLQSMLGSLRPAHLGPCSDGHYQSASGQKVTLELKPLSTLQPGVNSGAVILGKVVFSLTTEEKVPFTFGLVDSDGPCYAVMVYNIVQSWGVLIGDSVAIPEPNLRLHRIQHKGKDY   450
gi|114651732|ref|XP_520664.2| DPAWPEPRQREQQLLEFLDRLTSLLESKGKVKTKKLQSMLGSLRPAHLGPCSDGHYQSASGQKVTLELKPLSTLQPGVNSGAVILGKVVFSLTTEEKVPFTFGLVDSDGPCYAVMVYNIVQSWGVLIGDSVAIPEPNLRLHRIQHRGKDY   450
gi|124358948|ref|NP_001074418.1| DPVWPEPQQREQQLLEFLSRLTSLLESKGKTKPKKLQSMLGSLRPAHLGPCGDGRYQSASGQKMTLELKPLSTLQPGVNSGTVVLGKVVFSLTTEEKVPFTFGLVDSDGPCYAVMVYNVVQSWGVLIGDSVAIPEPNLRHHQIRHKGKDY   450
gi|61557041|ref|NP_001013149.1| DPAWPEPQQREQQLLEFLSRLTNLLASKGKTKPKKLQSMLGNLRPAHLGPCGDGRYQSATGQKVTLQLKPLSTLQPGVNSGTVVLGKVVFSLTTEEKVPFTFGLVDSDGPCYAVMVYNVVQSWGVLIGDSVAIPEPNLRHHQIQHKGKDY   450
gi|115495937|ref|NP_001068932.1| DPAWPEPWQREQQLLDFLTRLTSFLESKGKVKTKKLQSMLGNLRPAHLGPCGDGRYQSASGQKVTLERKPLNALQPGVNSGAVVLGKVVFSLTTEEKVPFTFGLVDSDGPCYAVMVYNMVQSWGVLIGDSVAIPEPNLRLHRIQHKGKDY   450
gi|73978094|ref|XP_853663.1| DPGWPEPRQREQQLLEFLSRLTSLLESKGKVKTKKLQSMLGSLRPAHLGPCADGRYQSASGQKLSLELKPLSALQPGVNSGAVVLGKVVFSLTTEEKVPFTFGLVDSDGPCCAVMVYNMVQSWGVLIGDSVAIPEPSLRLHRIQHKGKDF   450
gi|62955285|ref|NP_001017654.1| DPAWENAQEREKQLLNYLDQVTILLENKGKIKARRLRNMLSSLSTSALGPCSSPQFRSPSGRVGSLEPRSLSSLTHGHNSGVAALGKVVFSLASEGRMAFTFGMVDSEETYCVVMVYNTADSWGVLIGDTVVIPEPQVKRHSVTHKDKSY   450
gi|115436838|ref|NP_001043149.1| DPGLG-ADTEVQKIISLLDKLDSAMK--GQLRSKRLASSVSSLSEVNIKSS--------------HKKATIGILSEGLNKTVAVLGKVILLIRHDNIAPMYYLTCDLDQSYFILSVYGLRN-EAIKEGDRVALLDPYYRILDISWKEQRY   450
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gi|226498382|ref|NP_612385.2| SFSSVRVETPLLLVVNGKPQGSSSQAVATVASRPQCE   487
gi|114651732|ref|XP_520664.2| SFSSVRVETPLLLVVNGKPQGSSSQAVATVASRPQCE   487
gi|124358948|ref|NP_001074418.1| SFSSVRVETPLLLVVNGKPQNSSSQASATVASRPQCE   487
gi|61557041|ref|NP_001013149.1| SFSSVRVETPLLLVVNGKPQNSSSQASATVASRPQCE   487
gi|115495937|ref|NP_001068932.1| SFSSVRVETPLLLVVNGKPQGSSSQAAATVASRPQCE   487
gi|73978094|ref|XP_853663.1| SFASVRVETPVLLVVNGKPQGPSSQAAATVASRPQCE   487
gi|62955285|ref|NP_001017654.1| DFRSIRVDSPLLLIVNGKRQVMKSQSAAFVTYKPQSE   487
gi|115436838|ref|NP_001043149.1| QFKSIRVDFPEQILVNEKAPPPHHVVRASIHAHNKP-   487
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