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gi|6756051|ref|NP_035881.1| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQ-ESQKKKQQDDSDEYDDDESAASTSFQPQP-VQPQQGYIPP   300
gi|84781684|ref|NP_001034109.1| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQ-ESQKKKQQDDSDEYDDDESAASTSFQPQP-VQPQQGYIPP   300
gi|114668206|ref|XP_511402.2| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQ-ESQKKKQQDDSDEYDDDDSAASTSFQPQP-VQPQQGYIPP   300
gi|78369234|ref|NP_001030345.1| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQAESQKKKQQDDSDEYDDDDSAASTSFQPQP-VQPQQGYIPP   300
gi|148612835|ref|NP_001091977.1| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQ-ESQKKKQQDDSDEYDDDDSAASTSFQPQP-VQPQQGYIPP   300
gi|73967096|ref|XP_537731.2| PSVVLVQFNKGTSFQYNTLIEYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMDERRRLLEQKTQAESQKKKQQDDSDEYDDDDSAASTSFQPQP-VQPQQGYIPP   300
gi|118099726|ref|XP_415665.2| --------------QLKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDAVPNAIPGRTDIELEIYGMEGIPEKDMEERRRLLEQKTQ-ESQKKKQQDDSDEYEDDESAASTSFQPQQ-VQPQQGYIPP   300
gi|47085991|ref|NP_998362.1| --------------QMKPWCWYCNRDFDDEKILIQHQKAKHFKCHICHKKLYTGPGLAIHCMQVHKETIDGVPNAIPGRTDIELEIYGMEGIPEKDMQERRRVLEQKTH-DQKRKQNQDDSDEDDDDEEPGPSFQQPAAAVQPQAAYAP-   300
gi|17538210|ref|NP_502124.1| --------------VDKPWCWYCNREFDDEKILIQHQKAKHFKCHICHKKLFSGPGLSIHCMQVHKETIDKIPAAVHGRDNIHVEIYGMQGIPSG--------------------AYRGAADEEPDEKRSRMDNGPPMP---------TP   300
gi|18397747|ref|NP_564369.1| --------------TEKVWCYYCDREFDDEKILVQHQKAKHFKCHVCHKKLSTASGMVIHVLQVHKENVTKVPNAKDGRDSTDIEIYGMQGIPPH--------------------VLTAHYGEEEDEPPAKVAKVEIPS-----------   300
gi|115480675|ref|NP_001063931.1| --------------VEKVFCYYCDREFDDEKILVQHQKAKHFKCHVCHKKLSTAGGMAIHVLQVHKESVTKVPNAKPERESTEIEIFGMQGIPPD--------------------VLAAHYGEEED-PSSKVAKVEVPS-----------   300
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gi|6756051|ref|NP_035881.1| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPP----PVP-RPGIPPMTQAQAVSAPGILNRPPAPTAAVPAPQPPVTKPLFPSAG-----------   450
gi|84781684|ref|NP_001034109.1| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPPGMPPPVP-RPGIPPMTQAQAVSAPGILNRPPAPTAAVPAPQPPVTKPLFPSAG-----------   450
gi|114668206|ref|XP_511402.2| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPPGMPPPVP-RPGIPPMTQAQAVSAPGILNRPPAPTATVPAPQPPVTKPLFPSAGQMGTPVTSSST   450
gi|78369234|ref|NP_001030345.1| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPPGMPPPVP-RPGIPPMTQAQAVSAPGILNRPPAPTATVPAPQPPVTKPLFPSAG-----------   450
gi|148612835|ref|NP_001091977.1| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPPGMPPPVP-RPGIPPMTQAQAVSAPGILNRPPAPTATVPAPQPPVTKPLFPSAGQMGTPVTSSST   450
gi|73967096|ref|XP_537731.2| MAQPGLPPVPGAPGMPPG----IPPLMPGVPPLMPGMPPVMPGMPPGLHHQRKYTQSFCGENIMMPMGGMMPPGPGIPPLMPGMPPGIPPPVP-RPGIPPMTQAQAVSAPGILNRPPAPTATVPAPQPPVTKPLFPSAGQMGTPVTSSST   450
gi|118099726|ref|XP_415665.2| MAQPGLPPVPGAPGMPPG----IPPLMAGVPPMMPGMPPVMPGMPPG----------------MMPMGGMMPPGPGIPPLMPGMPPGMPPPVGPRPGMPPMTQAQPATAPGILNRPPAPAASAPTPQPPVTKPLFPSAGQMGTPVTSSST   450
gi|47085991|ref|NP_998362.1| MTQPGMAPVP-APGMPPGSYSGMPPMMPGVPPMMPGMPPVMPGMPPG----------------MMPMSGMMPPAHGMPPMMPGMPPGIPPPMGHHPGIPHMAQAPPAAA-----RPAVPATTVSTPQTSVSKPLFPSAG-----------   450
gi|17538210|ref|NP_502124.1| MPFPQHFPFPGMPPMPSG---------PPPPSMAYGMPP-MP-------------------------SGMMPPR--------GMPGAYPPPRG---------------------YPPAPAPGVYMPPPGMPGAYPPPR------------   450
gi|18397747|ref|NP_564369.1| APLGGVVPRPYGMVYPPQQ---VPGAVPARPMYYPGP-PMRHPAP----------------------VWQMPPPRPQQWYPQNPALSVPPAAHLGYR----------------PQPLFPVQNMGMTPTPTSAPAIQPSP-----------   450
gi|115480675|ref|NP_001063931.1| LRPP-VMPNPAGMVYPPRP---AYGVAP--PMYNPALNPLMARPP----------------------IWPAPPPQP--WFTQ-PVVSVPQMASGLAP----------------QQPLFPIQNMPAPMTSAPANLLQTS------------   450
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gi|6756051|ref|NP_035881.1| --------------------QAQAAVQGPVGTDFKPLNSTPAATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQTPIGNPPVGPIGGMMPPQPGLP-QQQAM   600
gi|84781684|ref|NP_001034109.1| --------------------QAQAAVQGPVGTDFKPLNSTPAATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQTPIGNPPVGPIGGMMPPQPGIP-QQQGM   600
gi|114668206|ref|XP_511402.2| ASSNSESLSASSKALFPSTAQAQAAVQGPVGTDFKPLNSTP-ATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQAPIGNPPVGPIGGMMPPQPGIP-QQQGM   600
gi|78369234|ref|NP_001030345.1| --------------------QAQAAVQGPVGTDFKPLNSTP-ATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQAPMGNPPVGPIGGMMPPQPGIP-QQQGM   600
gi|148612835|ref|NP_001091977.1| ASSNSESLSASSKALFPSTAQAQAAVQGPVGTDFKPLNSTP-ATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQAPIGNPPVGPIGGMMPPQPGIP-QQQGM   600
gi|73967096|ref|XP_537731.2| ASSNSESLSASSKALFPSTAQAQAAVQGPVGTDFKPLNSTP-ATTTEPPKPTFPAYTQSTASTTSTTNSTAAKPAASITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQAPIGNPPVGPIGGMMPPQPGIP-QQQGM   600
gi|118099726|ref|XP_415665.2| ASSNSESLSASSNALFPSTAQAAAAVQGPVGTDFKPLNSTA--TTTEPPKPTFPAYTQSTTSTTSTTNSTAAKPATSITSKPATLTTTSATSKLIHPDEDISLEERRAQLPKYQRNLPRPGQASLGNPPVGPIGGMMPPQPGIPPQQQGM   600
gi|47085991|ref|NP_998362.1| --------------------QVQPAVSG-------VAASSP--APSAAPKPTFPAYTQSSATAAPSTSNTVTKPGTPVTSKPATLTTNSATSKLIHPDEDISLEELRAQLPRYQFKIPSAGQVHVSSPPVAPGGGVLPPQQGIPAQQPGV   600
gi|17538210|ref|NP_502124.1| ----------------------------------MPIGHGP------PGGPPMPGPPQRSRFDQPDGGDRWGPPMRGVPRTPP--YENEHEHQDYQAPDDYNQGGYDDRFREGDRGGP-PGGSRFDQVKAELKEEIVEPNNGPP------   600
gi|18397747|ref|NP_564369.1| -----------------------------------VTGVTPPGIPTSSPAMP-VPQPLFPVVNNS-IPSQAPPFSAPLPVGGAQQPSHADALGSADAYPPNNSIPGGTNAHSYASGPNTSGPSIGPPPVIANKAPSNQP--NEVYLVWDD   600
gi|115480675|ref|NP_001063931.1| ------------------------------------FPMAHVGVP--SPVTPQVSQPLFPVSTSAGNGAVSSPYVASVAPG------------SIPTSSPSVAPAG---VGYAATNQGTGGPAAVPPPASNNKAPATQPGANEVYLVWDD   600
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gi|6756051|ref|NP_035881.1| RPPMPPHGQYGGHHQGMPGYLPGAMPPYGQGPPMVPPYQGGPPRPPMGMRPPVMSQGGRY-   661
gi|84781684|ref|NP_001034109.1| RPPMPPHGQYGGHHQGMPGYLPGAMPPYGQGPPMVPPYQGGPPRPPMGMRPPVMSQGGRY-   661
gi|114668206|ref|XP_511402.2| RPPMPPHGQYGGHHQGMPGYLPGAMPPYGQGPPMVPPYQGGPPRPPMGMRPPVMSQALP--   661
gi|78369234|ref|NP_001030345.1| RPPLTKVGLLDLRWE----------------------------------------------   661
gi|148612835|ref|NP_001091977.1| RPPMPPHGQYGGHHQGMPGYLPGAMPPYGQGPPMVPPYQGGPPRPPMGMRPPVMSQGGRY-   661
gi|73967096|ref|XP_537731.2| RPPMPPHGQYGGHHQGMPGYLPGAMPPYGQGPPMVPPYQGGPPRPPMGMRPPVMSQGGRY-   661
gi|118099726|ref|XP_415665.2| RPPMPPHGQYGAHHQGMPGYLPGAMPPYGQGPPMVPPYQSGPPRPPMGMRPPVMSQGGRY-   661
gi|47085991|ref|NP_998362.1| RHPIQ--GPYGAPPQAVPGYVPGGMPPYGQAPPMVPPYQAAPPRPAIGMRPPVMSPGGRY-   661
gi|17538210|ref|NP_502124.1| ---TTSSGAAAASAAAVVASKLGSR------TRIVYPDDHSLSLEERRVKMLFEKRSNPYH   661
gi|18397747|ref|NP_564369.1| EAMSMEERRMSLPKYKVHDETSQMN-------SINAAIDRRISESRLAGRMAF--------   661
gi|115480675|ref|NP_001063931.1| EAMSMEERRLSLPKYQVHDETSQVSSDFYNFISVILMICEKNQVEVHGDALNWNIV-----   661
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