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gi|197304670|ref|NP_002403.2| -------------------------------MLGQPAPLERFASRR------------PQVLAVRTVCDLVLGKMDKDCEMKRTTLDSPLGKLELSGCEQGLHEIKLLGKGTSAADAVEVPAPAAVLGGPE----PLMQCTAWLNAYFHQ   150
gi|114633356|ref|XP_001142341.1| -------------------------------MLGQPAPLERFASRR------------PQVLAVRTVCDLVLGKMDKACEMKHTTLDSPLGKLELSGCEQGLHEIKLLGKGTSAADAMEVPAPAAVLGGLE----PLMQCAAWLNAYFHQ   150
gi|6678878|ref|NP_032624.1| --------------------------------------------------------------------------MAETCKMKYSVLDSPLGKMELSGCERGLHGIRLLSGKTPNTDPTEAPATPEVLGGPEGVPEPLVQCTAWLEAYFRE   150
gi|6981202|ref|NP_036993.1| --------------------------------------------------------------------------MAEICKMKYTVLDSPLGKIELSGCERGLHGIRFLSGKTPNTDPTEAPACPEVLGGPEGVPEPLVQCTAWLEAYFHE   150
gi|50979242|ref|NP_001003376.1| --------------------------------------------------------------------------MDKACKMRYKTMDSPLGKIEISGCAQGLHEIRLHDRKTPDPGPAEAPAPPELLGCPEEMTEPLVQCVAWLDAYFRE   150
gi|119917939|ref|XP_001249418.1| --------------------------------------------------------------------------MDETCEMKYKVVDSPLGKLEISGCERGLHGIKLHGGKTPDTGPAEAAAPAEQLGGSGAVLEPLLQCAAWLDAYFRE   150
gi|118093188|ref|XP_421823.2| MFTKRPRRALEQLSADAISARPSSVPPPPIPPIPEHAGGARKASRRGEVVLPGGRQASPSTMASRRVPKMTSKEGTSQCQEKHAVLLSPVGKLEISGCETGVHEIKLP-RLSVLPNGTEAAMRCELSGSVTSMPEPLQQCAAWLNAYFCE   150
gi|125841844|ref|XP_684479.2| ------------------------------------------------------------------------MSASGACVLCAVTLTSPVGEILLRGCEKGVHTIDIK----LNTDKEESVHPVVLSEMSS----ELQRCVDWLQCYFMN   150
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gi|197304670|ref|NP_002403.2| PEAIEEFPVPALHHPVFQQESFTRQVLWKLLKVVKFGEVISYQQLAALAGNPKAARAVGGAMRGNPVPILIPCHRVVCSSGAVGNYSGG--LAVKEWLLAHEGHRLGKPGLGGSSGLAGAWLKGAGATSGSPPAGRN-----   292
gi|114633356|ref|XP_001142341.1| PEAIEEFPVPALHHPVFQQESFTRQVLWKLLKVVKFGEVISYQQLAALAGNPKAARAVGGAMRGNPVPILIPCHRVVCSSGAVGNYSGG--LAVKEWLLAHEGHRLGKPGLGGSSGLAGAWLKGAGATSGSPPAGRN-----   292
gi|6678878|ref|NP_032624.1| PAATEGLPLPALHHPVFQQDSFTRQVLWKLLKVVKFGETVSYQQLAALAGNPKAARAVGGAMRSNPVPILIPCHRVVRSDGAIGHYSGGG-QAVKEWLLAHEGIPTGQPASKG-LGLTGTWLKSSFESTSSEPSGRN-----   292
gi|6981202|ref|NP_036993.1| PAATEGLPLPALHHPVFQQDSFTRQVLWKLLKVVKFGEMVSYQQLAALAGNPKAARAVGGAMRSNPVPILIPCHRVIRSDGAIGNYSGGG-QTVKEWLLAHEGIPTGQPASKG-LGLIGSWLKPSFESSSPKPSG-------   292
gi|50979242|ref|NP_001003376.1| PSVLPGLPLPAIHHPIFQRGSFTARVLRKLLELVKFGDTVSYQQLAALAGNPKAARAVGGAMRSNPVPILIPCHRVVCSSGAMGNYTGG--LATKEWLLAHEGRLAGKPTYPGGSYLAGTRRGALGGTPSPHPAGRDGCVRE   292
gi|119917939|ref|XP_001249418.1| PAVLEGLPVPALHHPIFQKESFTRQVLWKLLTLVKFGETVSYQQLAALAGNPRAARAVGGAMRSNPIPILIPCHRVVCSSGAMGNYSGG--VGVKEWLLAHEGRPAGKAARGGGSRATGSWRGALGSTASSQPAGRD-----   292
gi|118093188|ref|XP_421823.2| PSRTEQLPLPPFHHPMLQQDSFTKEVLWTLLREVKFGEAISYQQLAERAGNSRAARAVGGAMRSNPIPIIIPCHRVICSSGQIGNYGGG--NVMKEWLLSHEKLQKEKLAD-------------------------------   292
gi|125841844|ref|XP_684479.2| PESISALPLPALHHPLMQSDSFKAQVLKTLLKEVGVGKTVSYKQLAEMIGNPNAVRAVGSAMKQNPVPLIVPCHRVLLSSGHTGSYMGGKGDDIKVWLLTHERKAVELNPSQSGKSI-------------------------   292
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