
                                                                                                                                                                                        
gi|6678704|ref|NP_032532.1| ---------------------------------------------------------------------------------------------------------------------------------------MD-FDSYQHYFYD-Y   150
gi|109475447|ref|XP_233490.4| MLASAIVTKTPDNAAATSDICKPQNKTPNGSLIPLHQGCKQTRSLFWAFHPGHATRYKAVGKQCACRSRSRVDPGSVLAAVCERGGGSARRGRARECGAARSVARMCVCAGCRASPSRRGAAPLQVAGGGSEGADMD-FDSYQHYFYD-Y   150
gi|114556049|ref|XP_524676.2| ---------------------------------------------------------------------------------------------------------MCVCAGCRAAPSRRGAGPLQVAGGWSEGADMD-YDSYQHYFYD-Y   150
gi|73976865|ref|XP_539578.2| ---------------------------------------------------------------------------------------------------------MCLCAGCRAAPSRRGAGPLQVAGGGSEGADMD-FDSYQHYFYD-Y   150
gi|194665470|ref|XP_593398.4| ---------------------------------------------------------------------------------------------------------MCKCAGCFAAPSGRGAGPLQVAGGGSEGADMD-FDSYQHYFYD-Y   150
gi|74315995|ref|NP_001028253.1| ---------------------------------------------------------------------------------------------------------------------------------------MD-YDSYQHYFYD-Y   150
gi|50759960|ref|XP_425790.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|113681627|ref|NP_001038607.1| ------------------------------------------------------------------------------------------------------------------------MPGISASASRIKKWEMEEYDQYQHYFYDDH   150
gi|47086165|ref|NP_998102.1| ------------------------------------------------------------------------------------------------------------------------MPGVNTQT--LYGWDME------HYFYDEM   150
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gi|6678704|ref|NP_032532.1| DCGEDFYRSTAPSEDIWKKFELVPSPPTSPPWGSGPGAVDPASG---INPGEPWPGGGAGDEAESRGHSKAWGRNYASIIRRDCMWSGFSARERLERVVSDRLAPGAP---RGNPPKAPATPDGTP-----SLEASNPAPATQCQLGEPK   300
gi|109475447|ref|XP_233490.4| DCGEDFYRSTAPSEDIWKKFELVPSPPTSPPWGSGPGAVDPASG---ISPGEPWPGGGAGDEAESRGHSKAWGRNYASIIRRDCMWSGFSARERLERVVSDRLAPGVP---RGNPPKAPATPDGTP-----SLEASNPAPATQCQLGEPK   300
gi|114556049|ref|XP_524676.2| DCGEDFYRSTAPSEDIWKKFELVPS--------------------------------------------------YASIIRRDCMWSGFSARERLERAVSDRLAAGAP---RGNPPKASAAPDCTP-----SLEAGNPAPAAPCPLGEPK   300
gi|73976865|ref|XP_539578.2| DCGEDFYRSTAPSEDIWKKFELVPSPPTSPPWGSGPGAGDAAPG---VGPPEPWPGGGAGEEAESRGHSKAWGRNYASIIRRDCMWSGFSARERLERAVSDRLAAGAP---RGNPPKAPAAPDCAP-----SLEAGNPAPAAPCPLGEPK   300
gi|194665470|ref|XP_593398.4| DCGEDFYRSTAPSEDIWKKFELVPSPPTSPPWSSGPGDGDAGPG---IGPPEPWPGGGAGDDAESRGHSKAWGRNYASIIRRDCMWSGFSARERLERAVSDRLAAGAP---RGNPPKAPAAPDCAP-----SLEAGNPAPAAPCPLGEPK   300
gi|74315995|ref|NP_001028253.1| DCGEDFYRSTAPSEDIWKKFELVPSPPTSPPWGLGPGAGDPAPG---IGPPEPWPGGCTGDEAESRGHSKGWGRNYASIIRRDCMWSGFSARERLERAVSDRLAPGAP---RGNPPKASAAPDCTP-----SLEAGNPAPAAPCPLGEPK   300
gi|50759960|ref|XP_425790.1| ----------------------------------------------------------------------------------------------------------------------MKASEQGQ-----SLEL-EPLPGLGIPLLP--   300
gi|113681627|ref|NP_001038607.1| NLDEDFFKSTAPSEDIWKKFELVPTPPMSPVRILEGSG--PSPGDRLEWVS-QFLGQDDEQEGLCKLNAEETLENLSSIIIQDCMWSSFSASQQLEKVVS-ERLSCSA--QSKLSGKAQCVPADVPALNSLATDCVDPAAVLTFPLSSSC   300
gi|47086165|ref|NP_998102.1| DTEEDFFKSTAPSEDIWKKFELLPTPPMSPSRTLDGDWLFPIPGDRLGWAPPKVLTCDEEYEGLHKFDPLDIFGNLGSIVIKDCMWSGLSTSHRLEKVAHGERAPVAALIQNSTAQKAARAASGTPVTGSQAAQCVSPAAVLELPVPHKK   300
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gi|6678704|ref|NP_032532.1| TQA-CSGSESPSDS-EGEE----IDVVTVEKR----RSLDIRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQEGDPEPGPQEEAPEIEAPKEKEEEEEEEEEEE--------IVSPPPVGSEAPQSCHPKP-VSSDTED   450
gi|109475447|ref|XP_233490.4| TQA-CSGSESPSDS-EGEE----IDVVTVEKR----RSLDIRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQEGDPEPGAQEEALEIEAPKEKEEEEEEEEEEEE-------IVSPPPVENEAPQSCHPKP-VSSDTED   450
gi|114556049|ref|XP_524676.2| TQA-CSGSESPSDS-ENEE----IDVVTVEKR----QSLGIRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQEEASERGPQEEVLERDAAGEKEDEEDEE------------IVSPPPVESEAAQSCHPKP-VSSDTED   450
gi|73976865|ref|XP_539578.2| TQA-CSGSESPSDS-EGEE----IDVVTVEKR----QSLGVRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQGGAPERGPQEEALERDAPEEKE-EVDEE------------TVSRPPVESEAPQSCHPKP-GSSDTED   450
gi|194665470|ref|XP_593398.4| TQA-CSGSESPSDS-EGEE----IDVVTVEKR----QSLGVRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQGQAPEPGPREDGLEREAPEEKEDEADEE------------IVSLPPVESEPSQPCNPKP-VSSDTED   450
gi|74315995|ref|NP_001028253.1| TQA-CSGSESPSDS-ENEE----IDVVTVEKR----QSLGIRKPVTITVRADPLDPCMKHFHISIHQQQHNYAARFPPESCSQEEASERGPQEEVLERDAAGEKEDEEDEE------------IVSPPPVESEAAQSCHPKP-VSSDTED   450
gi|50759960|ref|XP_425790.1| ---------SLPQP-EGEE----IDVVTVEKR----QSLSLRKPVTITLRADPLDPCMKHFHISIHQQQHNYAARSPPDACPQPKSPQQ--DEEELLSAAE--------------------------PPPSHALPDPGLPKAGPGSDSED   450
gi|113681627|ref|NP_001038607.1| KKQVSSGSESRTDSSDDEE----IDVVTVEHKQNKSRLVNARKPVTITVRADPHDPCMKRFHISIHQQQHNYAAR-SPDSYPEEEPPRKKIRQEIVQPRLASTPQTPERKSPLPSPSVPAQSPTVSASPTHTSYHLKSQPSSPQSSDCED   450
gi|47086165|ref|NP_998102.1| VAAGSSGSECRSDSSDDDEDDDEIDVVTVDNRPKRGRPPSRRTPVTITVSADPFGPCPKRFHVSLHRQQHNYAAP-SPDTDPEDD---FEIEPVSKRPRLESS-----------------------SAPS-------SPLSSPATSDSED   450
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gi|6678704|ref|NP_032532.1| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLASCSKAPKVVILSKALEYLQALVGAEKKMATEKRQLRCRQQQLQKRIAYLSGY   535
gi|109475447|ref|XP_233490.4| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLASCSKAPKVVILSKALEYLQALVGAEKKMATEKRQLRCRQQQLQKRIAYLSGY   535
gi|114556049|ref|XP_524676.2| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLASCSKAPKVVILSKALEYLQALVGAEKRMATEKRQLRCRQQQLQKRIAYLSGY   535
gi|73976865|ref|XP_539578.2| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLASCSKAPKVVILSKALEYLQALVGAEKRMATEKRQLRCRQQQLQKRIAYLSGY   535
gi|194665470|ref|XP_593398.4| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLATCSKAPKVVILSKALEYLQALVGAEKRMATEKRQLRCRQQQLQKRIAYLSGY   535
gi|74315995|ref|NP_001028253.1| VTKRKNHNFLERKRRNDLRSRFLALRDQVPTLASCSKAPKVVILSKALEYLQALVGAEKRMATEKRQLRCRQQQLQKRIAYLTGY   535
gi|50759960|ref|XP_425790.1| VAKRKNHNYLERKRRNDLRSRFLALRDQVPGLASCPKTPKVVILSKSSEYLQSLISAERRMAAEKRQLRLRQMQLLRQIAQLKGH   535
gi|113681627|ref|NP_001038607.1| TDKRKTHNFLERKRRNDLRSRFLALRDEIPGLVDCPKTPKVVILTKATEYLRTLHVSDRQKAQEKKQLKSKQQQLLRRLAELKRA   535
gi|47086165|ref|NP_998102.1| STEQR-RNFLERKRRDDLRSRFQALREEIPGLSGSSKTSKVAILTQATDYLLQLHSSQRRQAQEKRKLKAKQQQLLRRISALQNS   535
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