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gi|17737561|ref|NP_524023.1| ---MFHFSGFN----------MMFPEG--RNFHANYKCFSVSMLPG---NERTDVEKGGKIIMPPSALDTLTRLNVEYPMLFKLTNVKKSRSSHAGVLEFVADEGKCYLPHWMMENLLLGEGDILNIESVSLPVATFSKFQPHSTDFLDI   132
gi|118794962|ref|XP_321840.2| ---MFQFNGFN----------MMFPDHS-RPFNTTYKCYSVSMLPG---NERQDVENGGKIIMPPSALDQLTRLNVVYPMLFKITNGSINRSTHAGVLEFVADEGKIYMPYWMMHNLALDQGDIVEIESVSIPVATYSKFQPQSVEFLDI   133
gi|31981443|ref|NP_035802.2| ---MFSFNMFD----------HPIPRVFQNRFSTQYRCFSVSMLAGP--NDRSDVEKGGKIIMPPSALDQLSRLNITYPMLFKLTNKNSDRMTHCGVLEFVADEGICYLPHWMMQNLLLEEGGLVQVESVNLQVATYSKFQPQSPDFLDI   135
gi|16758158|ref|NP_445870.1| ---MFSFNMFD----------HPIPRVFQNRFSTQYRCFSVSMLAGP--NDRSDVEKGGKIIMPPSALDQLSRLNITYPMLFKLTNKNSDRMTHCGVLEFVADEGICYLPHWMMQNLLLEEGGLVQVESVNLQVATYSKFQPQSPDFLDI   135
gi|29501813|ref|NP_005650.2| ---MFSFNMFD----------HPIPRVFQNRFSTQYRCFSVSMLAGP--NDRSDVEKGGKIIMPPSALDQLSRLNITYPMLFKLTNKNSDRMTHCGVLEFVADEGICYLPHWMMQNLLLEEGGLVQVESVNLQVATYSKFQPQSPDFLDI   135
gi|45383542|ref|NP_989632.1| ---MFSFNMFD----------HPIPRVFQNRFSTQYRCFSVSMLAGP--NDRSDVEKGGKIIMPPSALDQLSRLNITYPMLFKLTNKNSDRMTHCGVLEFVADEGICYLPHWMMQNLLLEEGGLVQVESVNLQVATYSKFQPQSPDFLDI   135
gi|50539970|ref|NP_001002451.1| ---MFSFNMFE----------PHVGRVFQNRFSTQYRCYSVSMLAGP--NDRSDVEKGGKIIMPPSALDQLSRLNITYPMLFKLTNKNSDRMTHCGVLEFVADEGFCYLPHWMMQNLLLEEGGLVQVESVNLMVATYSKFQPQSPDFLDI   135
gi|18420341|ref|NP_568048.1| ----MFYDGYA----------YHG-----TTFEQTYRCYPSSFIDK------PQIESGDKIIMPPSALDRLASLQIDYPMLFELRNASTDSFSHCGVLEFIAEEGVIYIPYWMMQNLLLQEGDMVRVRNVTLPKGTYVKLQPHTTDFLDI   125
gi|18399646|ref|NP_565504.1| ----MFFDGYH----------YHG-----TTFEQSYRCYPASFIDK------PQLESGDKIIMPPSALDRLASLHIDYPMLFELRNAGIERVTHCGVLEFIAEEGMIYMPYWMMQNLLLQEGDIVRVRNVTLPKGTYVKLQPHTTDFLDI   125
gi|115444631|ref|NP_001046095.1| ----MYFEGYG----------YRG-----STFEQTYRCYPASFIDK------PQLETGDKIIMPPSALDRLASLHIEYPMLFEVHNAAAERTSHCGVLEFIAEEGMIYMPYWMMQNLLLTEGDMVFIKNANLPKGTYVKLQPHTTDFLDI   125
gi|17539898|ref|NP_502348.1| -MQAWIQQGLH----------GMQMGGRVGNYDQTFVVYGPVFLPNATQSKISEINYGGKILLPSSALNLLMQYNIPMPMLFKLTNMAVQRVTHCGVLEFSAPEGQAILPLWMMQQLGLDDGDTIRIESATLPKATFAKLKPMSLEFLNI   139
gi|6321485|ref|NP_011562.1| MFSG--FSSFGG--------GNGFVN-MPQTFEEFFRCYPIAMMNDR--IRKDDANFGGKIFLPPSALSKLSMLNIRYPMLFKLTANETGRVTHGGVLEFIAEEGRVYLPQWMMETLGIQPGSLLQISSTDVPLGQFVKLEPQSVDFLDI   137
gi|50304703|ref|XP_452307.1| MFSG--FSGYG----------NAYAN-IPQRLEEFFRCYPIAMMNDN--IRKDDANYGGKIFLPPSALNKLTLLNVRYPMLFELKSQESGKVTHGGVLEFIAEEGRVYLPQWMMETLEIQPGSVLQICSTDVPLGQFVKLEPQSVDFLDI   135
gi|45199181|ref|NP_986210.1| MFSG--FGSFG----------GGFVP-MPQKFEDFFRCYPIEMMNDR--IRKEDANYGGKIFLPPSALNKLSMLNIRYPMLFKLSSQETGKVTHGGVLEFVAEEGRAYLPGWMMATLGVNPGSLLRISSTDVPQGQFVKIEPQSVDFLDI   135
gi|19113572|ref|NP_596780.1| MFGGSFFSSDDDGFSMMSQLRSAFHNNVNQRFDTRYRCYPVAMIPGE--ERP-NVNYGGKVILPPSALEKLSRLNVSYPMLFDFENEAAEKKTHGGVLEFIAEEGRVYLPYWMMTTLSLEPGDLVRVINTDIAQGSYVKLQPQSVNFLDI   147
gi|39942190|ref|XP_360632.1| MYAS--AMR------------GGRRP-IVQRFDEYYRCYPMIMVPGA--ERP-ELNHGSKIILPPSALEKVSKLHVQWPLLMELINGENDKHTHSGVLEFVAEEGRAYLPQWMMQTLQLDVGDMIQIKSTSLELARMVKLQPQSAKFLDI   132
gi|32413324|ref|XP_327142.1| MYGD--IYSRA----------TGRSR-GAQRFDEYYRCYPLVMAPGA--ERP-ELNYGSKILLPPSALDKVSRLHVQWPIMLELINGSQGTHTHAGVLEFVAEEGRAYIPQWMMQTLKLDVGDMIQIKTTSLELARLVKLQPQSVNFLDI   134
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gi|17737561|ref|NP_524023.1| TNPKAVLENALRNFACLTRGDVIAIKYNKKVYELCVLETKPGN---AVSIIECDMNVEFEAPVGYKDHSETQAS------------------GSGQQGAAGTV----GGEIAGATNAILEEVVETFKGSGVRLDGKKKKES-QLETPVVK   256
gi|118794962|ref|XP_321840.2| TNPKAVLENCLRNFACLTTGDLIAIKYNNTTYELSVLETKPGP---AVTIIECDMNVEFAPPVGYTEPERKEKE------------------EEPMTIDPTEL----MPEPTG---------FVAFKGEGTRLDGKKKKDNGTNDAPAAQ   249
gi|31981443|ref|NP_035802.2| TNPKAVLENALRDFACLTTGDVIAINYNEKIYELRVMETKPDK---AVSIIECDMNVDFDAPLGYKEPERPVQH------------------EESIEGEADHS----GYAGEVG--------FRAFSGSGNRLDGKKKGVE-PSPSPIKP   251
gi|16758158|ref|NP_445870.1| TNPKAVLENALRNFACLTTGDVIAINYNEKIYELRVMETKPDK---AVSIIECDMNVDFDAPLGYKEPERPVQH------------------EESIEGEADHS----GYAGEVG--------FRAFSGSGNRLDGKKKGVE-PSPSPIKP   251
gi|29501813|ref|NP_005650.2| TNPKAVLENALRNFACLTTGDVIAINYNEKIYELRVMETKPDK---AVSIIECDMNVDFDAPLGYKEPERQVQH------------------EESTEGEADHS----GYAGELG--------FRAFSGSGNRLDGKKKGVE-PSPSPIKP   251
gi|45383542|ref|NP_989632.1| TNPKAVLENALRSFACLTTGDVIAINYNEKIYELRVMETKPDK---AVSIIECDMNVDFDAPLGYKEPERSAQH------------------EETTDVEADHS----GYVSDVG--------FRAFSGSGNRLDGKKKGVE-PSPSPIKP   251
gi|50539970|ref|NP_001002451.1| TNPKAVLENALRNFACLTTGDVIAINYNEKIYELRVMETKPDK---AVSIIECDMNVDFDAPLGYKEPERHMQHP-----------------EEPAEEETDPS----NYDMDLG--------FRAFTGSGNRLDGKKKGIE-PSPAPLDP   252
gi|18420341|ref|NP_568048.1| ANPKAILETALRNYSCLTVGDSIMVPYNNKKYFIDIVEAKPSN---GISIIETDCEVDFAPPLDYKEPERPVAP---------------------APAKAKEVD---VAEAEPK--------FNPFTGSGRRLDGRPLSYEPQPGAANSN   240
gi|18399646|ref|NP_565504.1| SNPKAILETALRNYSCLTSGDSIMVPYNNKKYFIDIVETKPAN---AISIIETDCEVDFAPPLDYKEPERPTAPS-----------------AAKGPAKAEEV----VDEPEPK--------FNPFTGSGRRLDGRPLAYEPAP-ASSSK   242
gi|115444631|ref|NP_001046095.1| SNPKAILEKTLRNYSCLTTGDSIMVAYNNKKYYIDIVETKPSN---AISIIETDCEVDFAPPLDYKEPERQKAAV-----------------PPSTAPTAEEA-----AEEEPK--------FIPFTGPGRRLDGKAPKDKDVS-ASSPA   241
gi|17539898|ref|NP_502348.1| TNPKAVLEVELRKYACLTKNDRIPTSYAGQTLEFLVVDLKPAN---SVCIIECDVNLDFDPPEGYVEQPRQVTPA-----------------VTAKPPAPDASAFIGAGQKAGGSGGTGQNATSVFGGAGRRLDGKKKPSSSVSLSDGTG   269
gi|6321485|ref|NP_011562.1| SDPKAVLENVLRNFSTLTVDDVIEISYNGKTFKIKILEVKPESSSKSICVIETDLVTDFAPPVGYVEPDYKALKAQQDKEKKNS-FGKGQVLDPSVLGQGSMSTRIDYAGIANSSR----NKLSKFVGQGQNISGKAPKAEPKQDIKDMK   282
gi|50304703|ref|XP_452307.1| SDPKAVLERVLRNFSTLTIDDIIEISYNNKVYRIRILEVKPESSSKSICVIETDLVTDFAPPVGYVEPDYKSQKKQTPS------------FDPSIKGLGSMSKRINYAEILDPT-----DKDKSFHGEGQKLSGKAIKPK-EDDIKEIS   267
gi|45199181|ref|NP_986210.1| SDPKAVLENVLRKFSTLTVDDIIEISYNKRIYRIRVLEVKPESECKSICVIETDLVTDFAPPVGYVEPDYQAANNNTQRKKKN-------TVDPASVSNGTMSRRIKYADIVKEAE----QSATSFAGEGHKLSGKVVSAK--DDIREIK   272
gi|19113572|ref|NP_596780.1| TDHRAVLENALRNFSTLTKSDIFEILYNDQVYQIKVIDVQPDDSRHVVSVVETDLVVDFDPPIGYEESLQKNKQQNIAG------------------VQGTMVTKIGYDELVRQG------DSNLMKGTGTKLNGKEVAEV--PKINLLD   271
gi|39942190|ref|XP_360632.1| SDPRAVLEKAFRNFATLTKGDVFSFEYNDDVYEMAVLDVKPETTKMGVSMIETDVSVDFAAPVGYVEPERQAKGSGTSTPRSTR--GGGLPAGGLLHSQGGMAQAINYDAIAPGSAR---SAATNFMGEGNKIGSKKGSKDGTPVKSSTP   277
gi|32413324|ref|XP_327142.1| SDPRAVLEKAFRNFAALTKGDVFNFEYNDEIYEMAVLDVKPETAKMGVCMIETDVSVDFAPPVGYVEPSRQTQGSGTSTPRNGRAVGGGLPAGGLLHNQGTMAQAINYDAIAPGATT---TSVGNFQGEGLRLAAKKGSKTGTP-KPATP   280
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gi|17737561|ref|NP_524023.1| --------------------KVLARGVPDYDFQFGLIRFDRNIRPISDRSQ--------EDDAVAGNADASDAESFHGTGFSMKKT-RK------------------------------   316
gi|118794962|ref|XP_321840.2| R-------------------QTYVRGIPDYDHPYGLLRFDRSVR---------------KTDQLESKLEDSKFQEFQGEGFNLKKN-RK------------------------------   303
gi|31981443|ref|NP_035802.2| --------------------GDIKRGIPNYEFKLGKITFIRNSRP--------------LVKKVEEDEAGGRFIAFSGEGQSLRKKGRKP-----------------------------   307
gi|16758158|ref|NP_445870.1| --------------------GDIKRGIPNYEFKLGKITFIRNSRP--------------MVKKVEEDEAGGRFVAFSGEGQSLRKKGRKP-----------------------------   307
gi|29501813|ref|NP_005650.2| --------------------GDIKRGIPNYEFKLGKITFIRNSRP--------------LVKKVEEDEAGGRFVAFSGEGQSLRKKGRKP-----------------------------   307
gi|45383542|ref|NP_989632.1| --------------------GDIRRGIPNYDFKIGRITFIRNSRP--------------LVKKVEEDEAGSRFIAFSGEGQSLRKKGRKP-----------------------------   307
gi|50539970|ref|NP_001002451.1| --------------------SDIKRGIPNYEFKVGRITFIRNARQ--------------QPRKTDLDETVSNFIAFSGEGQSLRKKGRKP-----------------------------   308
gi|18420341|ref|NP_568048.1| GQSHPVA------------SSSSSGSEKATQQNRGKLVFGSNVERSTKETT-KVGAGKDRKQEEEAEK-EAKFQAFSGKKYSLRG----------------------------------   311
gi|18399646|ref|NP_565504.1| GKQPVVAN-------GNGQSSVASSSEKATR-AQGKLVFGANGNRAPKEAAPKVGAAKETKKEEQEKKDEPKFQAFSGKKYSLRG----------------------------------   319
gi|115444631|ref|NP_001046095.1| KRQANATN-------SVQPSTASTSQSSSSRKTTEKLVFGPGGNRTSKETE-KVPE-KEPK--EDPKKDEPKFSAFTGRKYSLKG----------------------------------   315
gi|17539898|ref|NP_502348.1| VSTSNAAP-------VANDLPAIPPVVVNEDYKPGRVSFLRYDYKRVDVLEK-------ELREKEASKAGQPSNVFRGGNRTLRGAR--------------------------------   342
gi|6321485|ref|NP_011562.1| IT--------------------FDGEPAKLDLPEGQLFFGFPMVLPK------------EDEESAAGSKSSEQ-NFQGQGISLRKSNKRKTKSDHDS---SKSKAPKSPEVIEID----   361
gi|50304703|ref|XP_452307.1| VS--------------------LDGNPAPLNLPEGQLFFGFPYVPPK------------SDD-GEDNEIASSK-VFQGEGKSLRQSAKRKDKGSHQG---SKTKAPKSPEVIEID----   345
gi|45199181|ref|NP_986210.1| IS--------------------LDGKPAPLNLPEGQLFFGFPMVLPK------------EESEDQEGSQPNP--HFKTQGQSLRQSNKRKGKKDHDA---QRSKAPKSPEIIHID----   350
gi|19113572|ref|NP_596780.1| VE--------------------KQECPAPLILPLGTYFFGYPYKAPS------------IEEDSKKD--PNLF-KFEGAGTSLRAS--RKTNGTMGK---GSSDDP-----IDIDA---   342
gi|39942190|ref|XP_360632.1| VAGVSTNPNTSGTSQDLIPRRRTN-GPLPLRLPANKLFFGYEIKPVK------------TDAQKEEEKESAKRPHFAGQGQTLRGGAAKRKG-DENEQLPTPEKRPGE--GRRLDGKT-   379
gi|32413324|ref|XP_327142.1| VAGTSTN-----VKDVVLPRRKNNNGPLPLRLPPNKLFLGYEIKPVK------------TAADKEREAAAAKQPHFAGQGQTLRGGVPKKKSSDGDDKAAQGEKKPTESKGRRLDGRNV   382
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