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EGJ10804   : MQVQVNTDNHVQNDDTLTAWAEREIKAKLERFGDIVTRVEVHLADVNASR-AGDADKRCTLEARLAGRQ-PVAASHDAQRVADAFTGALDKLLRVVDSTLGKARD-QHARDSIRGG------------------ : 113
ALT77688   : MQFQINTDENIEGNESLSAWIETELKAKLARFRDQITRIEVHLSDASATR-VGDHDKRCKLEARLAGRQ-PVLVSHDAANVADSLHGAAEKLLRAVDSTLGKLRD-AHGRETIRGADSGGEA------------ : 119
AVO41233   : MQVQVHTDDNIQGGESLAQWITEETSAKLSRFRDHVTRVEVFLTDVDAGK-SGANDKRCRMEARPAGRQ-PVTVTGEGNKVADAFTGAIDKLMRALDTDMGRLKD-KNGRDTIRTAEE---------------- : 115
AEB86815   : MQIQVHTNDHIQGGESLVRWVQEEATTRLARFREHVTRVEVFLSDVDGGK-SGAVDKRCVIEARPAGRQ-PVAAHAEAPKVADAFAAAADKLLRSLGDDIARAKD-RQGRETIRTAE----------------- : 114
ABD69878   : MQIQVNTDDHIQGGESLAQWVRDEASGRLGRFQDHISRLEVFLTDVDGGK-SGVNDKRCRLEARVVNRQ-PVTVTAEADNMNNAFIGAVDKLARALDTDLGRVKD-RNGRDTIRAAQE---------------- : 115
WP_0030603 : MQVQVHADDSIQGGESLAQWAQEEINAKLARLKEYVVRVEVFLTGVDALKTTGGPGKRCVLETRATGRP-PIAVNAEAEKVKEAFSAAIEKLKRAVETDLGKLKD-KNLRESVRGVDDPSDENAAVA------- : 125
ACS20249   : MQIQVNTSNGINNKDALERWADAEIKQQLGRFVDDVTRVEVHLSDENH-DKAGGGDKCCVMEARLAHHQ-PLAVTQHATTLDEAFRGAADKLKRLLDNTLGRLNN-HRDRDSIRKDTGFIAE------------ : 119
AVP56407   : MQVQVRTDDNIQGGESLIQWAEQEITSKLSRFREYLTRVEIYFSDTNAGK-GGSDDKRCIIEARPANHQ-PLSAQADAATVSEAFHAAVEKVIRVVGDDQDRHRA-KQGHETIRTPDGRPAGT----------- : 120
AEG93864   : MQVQVNTGNGVESKESLERWATDHLQEALSRFEQDITRVEVQLFDENR-GKGGSADKRCMLEARLTGRE-PVVVHHHGENQDACFRGATRKLLHALEHTLGKLDREHRDRETIRRDPSAIA------------- : 119
ABE43835   : MQVQVNSNHTIHTGEAFERWASTELNDSLSRFKGDITRVEVHMSDDTG-DGAGAGSRRCVMEARLSHHE-PLSVNHHAPSQDEAFRGASDKLKRLIEHTLGKLRDQHRARESIRREVDPGED------------ : 120
QCB45467   : MKVQLNTDIYINGSEALAAQVSSTVEQALARFDEYVTRVEVHLSDENG-HKSGQQDHRCMLEARLKDRQ-PVAVTDKAATLEQAVHGAAQKLAHLLDSTLGRLHDHR-ERTSGLPLSGTEPPQNE--------- : 122
ADX48409   : MQVQVQHDEHIQGGESLVQWVQTETASRLARFRDHLTRVEVHLSDLDAGKSGGG-DKRCVAEARLAGRQ-PIAVNADADKVADAFMAAVEKLARAIDTDLGRLKD-KNGRETIRTATE---------------- : 115
ASI69926   : MQIQVHTDDHIQGGESLARWVQEEATAKLARFREHVTRVEVFLSDVDGGK-SGAADKRCVIEVRPAGRQ-PVAARAEAAKVADAFTAAVEKLVRALGDDIERAKD-RNGRDTIRTAE----------------- : 114
AKJ27505   : MHVQLNTDHVIHGSLSLSQDVEQTVASALQRFDEQITRVEVHLNDVNGSEKTGPNDIRCMIEARVTGHE-PVAVSDHAPTVDQALRSSVAKLQRALDSVVGRRNEHRREKPAVDPLS----------------- : 116
AVO49545   : MQVQVQTDDNIQGGESLIQWAQQEATTKLARFREYLTRVEIHFSDTNAGK-GGANDKRCIIEARPANHQ-PLSAQADAATVAEAFHAAIEKVIRVVGDDQGRHRA-KQGHDTIRTPDGRPAGS----------- : 120
APA69835   : MQINIHTDSTIANTAGLNEHVQSVLEAALNRFRDNLTRIEVHLSDTNG-PKGGADDIRCVMEARVAGYQ-PIAVTEQNATVHQAVAGATDKLKRAIDSALGRLQDSKRHATGKNAVIDTTEVEEAAE------- : 125
QJD91899   : MQIQVNTDKTITNHAGLDEHVQTVVGNALHRFGEQITRVEVHLSDNLG-QKSADGDNRCLMEARLTGLQ-PIAVSDHAATLHQAISGATEKLKRSIETAVGKLNAHKRHADGTGAVSAAVVAEAEEE------- : 125
BAE77247   : MQLNITG-NNVEITEALREFVTAKF-AKLEQYFDRINQVYVVLK-VEK--------VTHTSDATLHVNGGEIHASAEGQDMYAAIDGLIDKLARQLTK--HKDKLKQH-------------------------- :  95
ABX33564   : MQVQVHADDSIQGGESLAQWAQEEINAKLARFKDYVVRVEVFLTGVDALKTSGAPGKRCVLETRANGRP-PIAVNAEAEKVKDAFNAAIEKLKRAVETDLGKLKD-KNGRESVRGVEDGTEVDAASPA------ : 126
BAA16481   : MTMNITS-KQMEITPAIRQHVADRL-AKLEKWQTHLINPHIILS-KEP--------QGFVADATINTPNGVLVASGKHEDMYTAINELINKLERQLNKLQHKGEARRAATSVKDANFVEEVEEE---------- : 113
ATQ74216   : MRVTIQANGFVLT-EALRSYTEQRLAIALGWAGQHMRRLAVSLSDINGPR--GGIDKRCKIQVQLGGGK-EVIIEDTEADLYSAIDRATDRADRAVVRQVERKRDFTHTRLAATQAPDMDRDGDLRDLDDDAAS : 130
AQS50936   : MQIQINTDSHIQSSTELRERATAIIQQELKHQQQHLTRVELHLSDVNSGK-SGAADKRCLIEARPAGLN-PLSAEHKAPDIQLAITEAARQLNRALNTAIAKANS-K--------------------------- : 104                                      
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