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gi|112181167|ref|NP_031599.2| MLPLLRCVPRALGAAASGLRTAIPAQPLRHLLQPAPRPCLRPFGLLSVRAGSARRSGLLQPPVP---CACGCGALHTEGDKAFVEFLTDEIKEEKKIQKH---KSLPKMSGDWELEVNGTEAKLLRKVAGEKITVTFNINNSIPPTFDGE   144
gi|48675371|ref|NP_062132.2| MLPLLRCVPRALGAAATGLRASIPAPPLRHLLQPAPRPCLRPFGLLSVRAGSARRSGLLQPPVP---CACGCGALHTEGDKAFVEFLTDEIKEEKKIQKH---KSLPKMSGDWELEVNGTEAKLLRKVAGEKITVTFNINNSIPPTFDGE   144
gi|4502491|ref|NP_001203.1| MLPLLRCVPRVLGSSVAGLRAAAPASPFRQLLQPAPRLCTRPFGLLSVRAGSERRPGLLRPRGPC-ACGCGCGSLHTDGDKAFVDFLSDEIKEERKIQKH---KTLPKMSGGWELELNGTEAKLVRKVAGEKITVTFNINNSIPPTFDGE   146
gi|114665952|ref|XP_511993.2| MLPLLRCVPRVLGSSVAGLRAAAPASPFRQLLQPAPRLCTRPFGLLSVRAGSERRPGLLRPRGPC-ACGCGCGSLHTDGDKAFVDFLSDEIKEERKIQKH---KSLPKMSGGWELELNGTEAKLVRKVAGEKITVTFNINNSIPPTFDGE   146
gi|73955331|ref|XP_546568.2| MLPLLRRVPRALGSAVAGLR-AAPALPPPTLLRPAPRPCVRPFGLLPVRAG------LLRSRGP---CGCGCGGLHTQGDKAFVEFLNDEIKEEKKIQKH---KSLPKMSGGWELDMNGTEAKLVRKVAGEKITVTFNINNSIPPTFEGE   137
gi|77736001|ref|NP_001029699.1| MFQLLRCVPRVLGTAVAGLRAAAPSLPR---LQPASRPCARPFGLLSVRARSVQLPGLLKPRGPC-ACGCGCSGLHTEGDKAFVDFLSDEIKEEKKIQKY---KSLPKMSGGWELEVNGTEAKLVRKVAGEKITVTFNINNSIPPAFGGE   143
gi|62955689|ref|NP_001017858.1| ---MLKSVTRAL-----QLSARLSSRSSANRTAPISR---SFWSLRSPGAAAASRPKILTAARALPTLSCGCGGLHTDGDKAFAEFLTEEIKEEKKIQKS---KSLPKMSGGWELELNGTEAKLIRSLAGEKVTITFNVNNSIPPQLE--   134
gi|118100069|ref|XP_415748.2| ----------------------MAAPGAEQRCFPLPR--LRLSKLLG------------APPPPPQGHAGGGSRTRAAARRAERRKRPEHFRVSRLSPSR---HAAPTMSGGWELEVHGTPSRLVRKVAGEKITVTFNINNSIPPAVD--   109
gi|20130085|ref|NP_611243.1| -MNSLRTATMRFAALASSSAGSLGKRDFTRSLWH--MTKKPVTAGGSDHVTVLNLHKPSINCTCGC-------NVHTKCERELVEFLTEEIVAERKVQKG---KTVPSTLDGFAVKLTGADVELTKQTDKEKVVVSFNVN----HTVDSE   133
gi|158298255|ref|XP_318437.3| MIRNVR--FLRWAVGKSFTSGKSTTTVAPCSQWNAGIIAQPSSGIATCNIKPLSAMSSGMSAKHAAGFSIASRQIHTKGERELVEFLAEEIVAEKKASPS---ATIPTSLNGFAITCNKADVELTKSSEREKITISFNVN----HTVDME   141
gi|17553758|ref|NP_497701.1| -----------------MNTASLVRSLSRVALRSSQVVRMAAPRHFSQSAKVLSVTP------------------------ELQQALNREIEAEQQLSSDNLQGAVAPTFAGFQVTNKDAEVRLTKKNGSEDILVVFNVN----HSVDMD   105
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gi|112181167|ref|NP_031599.2| EE-PSQGQKAEEQEPELTSTPNFVVEVTK-TDGKKTLVLDCHYPEDEIGH-EDEAESDIFSIKEVSFQATGDSEWRDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELVELSTALEHQEYITFLEDLKSFVKNQ-   279
gi|48675371|ref|NP_062132.2| EE-PSQGQKAEEQEPELTSTPNFVVEVTK-TDGKKTLVLDCHYPEDEIGH-EDEAESDIFSIKEVSFQTTGDSEWRDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELVELSTALEHQEYITFLEDLKSFVKSQ-   279
gi|4502491|ref|NP_001203.1| EE-PSQGQKVEEQEPELTSTPNFVVEVIKNDDGKKALVLDCHYPEDEVGQ-EDEAESDIFSIREVSFQSTGESEWKDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELVELSTALEHQEYITFLEDLKSFVKSQ-   282
gi|114665952|ref|XP_511993.2| EE-PSQGQKVEEQEPELTSTPNFVVEVIKNDDGKKALVLDCHYPEDEVGQ-EDEAESDIFSIREVSFQSTGESEWKDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELVELSTALEHQEYITFLEDLKSFVKSQ-   282
gi|73955331|ref|XP_546568.2| EE-PAQGQKADEQEPELTSTPNFVVEVIK-DGGKRALVLDCHYPEDEVGQ-EEEDESDIFSIREVSFQAVGESEWKDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELVELSTALEHQEYITFLEDLKGFVKSQ-   272
gi|77736001|ref|NP_001029699.1| EEEPSQGQKAEEQEPELTSTPNFVVEVTK-DGSSKALVLDCHYPEDEIGQ-EDD-QSDIFSIKEVSFQATGESDWKDTNYTLNTDSLDWGLYDHLMD-FLADRGVDNTFADELVELSTALEHQEYISFLEDLKGFVKSK-   278
gi|62955689|ref|NP_001017858.1| EE-PEQTQKSQEEEPDIVSTPNFVVEVTK-SGAKNSLVFDCHFPEDEVGHGDGEEESDIFTIREVSFQPEGEEDWKETSYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELMELSTALEHQEYIKFLEDLGTFVKCK-   270
gi|118100069|ref|XP_415748.2| DEAPEEQKPDEQEEPDITSTPNFVVEVIK-DDTKQTLVLDCHYPEDEVGH-EGEEESDIFTIREVSFQPTGESDWKDTNYTLNTDSLDWALYDHLMD-FLADRGVDNTFADELIELSTALEHQEYIKFLEDLKSFVKCQ-   245
gi|20130085|ref|NP_611243.1| EEPEINPNADKPDLGEMRSKPQFEVDIIK---GNSTLSFTCSFLQGEAQE--GEYN----DVFSIDEMAIFEGEWNDKVYAVAGDVLDGYLYDLLIN-LLEEKGISQEFAEKLSDLATAHEHTSYIGLLEKLSKFTAGGK   263
gi|158298255|ref|XP_318437.3| GE-EAEATENKPEFSAMKSRPQFEVDIVR---GGTTLSFTCSYLPGEAQE--GEYN----DVFSIDEVTIYQGEWSDKVYAVAGDVLDGYLYDLLMN-FLEEKGVSNEFAEKMSDFASAYEHAKYVELLEAISKFTVEKK   270
gi|17553758|ref|NP_497701.1| EGFDDEPS--QAVAPVPVAMPPFTVEITK---GDQRLCFHLELVPVDDQP--DEYDFRVEEFYVAPSAKNGNEDVPSEVYASSGKYIDPDLHDLLFVRYLEERGLDARFCKTLVAYATHYEHSQYVGLLDKIKKFISK--   236
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