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gi|114051105|ref|NP_001039483.1| -----MWLFGLVLTS-ISTFTAWAGQPPSSPVVDTAQGRVLGKHVSLKGFAQPVAVFLGVPFAKPPLGSLRFAPPQPAEPWTFVKNTISHPPMCSQDPVGAQLFSDLFTNRKENISLTFSEDCLYLNIYTPADLTKRSRLPVMVWIHGGG   144
gi|115495619|ref|NP_001069022.1| -----MWLLALVLTS-LGSFTAWG-LAPSPPIVDTAQGRVLGKHVSLKGFAQPVAVFLGVPFAKPPLGSLRFAPPQPAEPWTFVKNTISYPPMCSQDPVGAQLLSDLFTNRKENISLTFSEDCLYLNIYTPADLTKRSRLPVMVWIHGGG   143
gi|68508957|ref|NP_001257.4| -----MWLRAFILAT-LSASAAWG-HPSSPPVVDTVHGKVLGKFVSLEGFAQPVAIFLGIPFAKPPLGPLRFTPPQPAEPWSFVKNATSYPPMCTQDPKAGQLLSELFTNRKENIPLKLSEDCLYLNIYTPADLTKKNRLPVMVWIHGGG   143
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gi|62078513|ref|NP_001013911.1| -----MRLYPLVWLF-LAACTAWG-YPSSPPVVNTVKGKVLGKYVNLEGFAQPVAVFLGIPFAKSPLGSLRFAPPQPAESWNFVKNTTSYPPMCSQDAVGGQVLSELFTNRKENIPLQFSEDCLYLNVYTPADLTKNSRLPVMVWIHGGG   143
gi|31542380|ref|NP_579829.2| -----MRLYPLVWLF-LAACTAWG-YPSSPPVVNTVKGKVLGKYVNLEGFAQPVAVFLGIPFAKPPLGSLRFAPPQPAEPWNFVKNTTSYPPMCSQDAVGGQVLSELFTNRKENIPLQFSEDCLYLNVYTPADLTKNSRLPVMVWIHGGG   143
gi|117553604|ref|NP_444430.2| -----MGLYPLIWLS-LAACTAWG-YPSSPPVVNTVKGKVLGKYVNLEGFTQPVAVFLGVPFAKPPLGSLRFAPPQPAEPWSFVKNTTSYPPMCSQDAVGGQVLSELFTNRKENIPLQFSEDCLYLNIYTPADLTKNSRLPVMVWIHGGG   143
gi|50978766|ref|NP_001003085.1| -----MWLFDLVLTS-LATSMAWG-YPSLPPVVDTVQGKVLGKYVSLEGFAQPVAVFLGVPFAKPPLGPLRFAPPQAAEPWNFVKNTTSYPPMCSQDAVGGQVLSELFTNRKDNIPLKFSEDCLYLNIYTPADLTKNSRLPVMVWIHGGG   143
gi|118096425|ref|XP_414147.2| MATEKNTLLSLILTAGITALVAIG-QKAEQPEVVTKYGTARGYQFKVDAAERSVNVFLGLPFAKAPVGPLRFSEPQPPEPWKGVRDATSYPPMCLQDKVLGQFLSDVFTNRKEKVRLQMSEDCLYLNIYTPVSTEKQEKLPVFVWIHGGG   149
gi|118096452|ref|XP_001232993.1| MATEKNTLLSLILTAGITALVATG-QKAEQPEVVTKYGTARGYQFKVDAAERSVNVFLGLPFAKAPVGPLRFSEPQPPEPWKGVRDATSYPPMCLQDKVFGQFESDYVTNRKEKIILQMSEDCLYLNIYTPVSTEKQEKLPVFVWIHGGG   149
gi|118096429|ref|XP_001232058.1| MATEKNTLLSLILTAGITALVATG-QKAEQPEVVTKYGTARGYQFKVDAAERSVNVFLGLPFAKAPVGPLRFSEPQPPEPWKGVRDATSYPPMCLQDKVFGQFVSDAITNRKEKVRLQMSEDCLYLNIYTPVSTEKQEKLPVFVWIHGGG   149
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gi|114051105|ref|NP_001039483.1| LVVGGASTYDGLALSARENVVVVTIQYRLGIWGFFSTGDEHSRGNWGHLDQVAALHWVQENIANFGGDPGSVTIFGESAGAESVSILVLSPLARNLFHRAISESGVALTSTLVKR-DSKVAAEQIAAFAGCKTITSAVLVHCLRHKTEDE   293
gi|115495619|ref|NP_001069022.1| LMVGGASTYDGLVLSAHENVVVVTIQYRLGIWGFFSTGDEHSRGNWGHLDQVAALHWVQENIANFGGDPGSVTIFGESAGAESVSILVLSPLARNLFHRAISESGVALISTLVKR-DSKAAAEQIAVIAGCKTTTSAVLVHCLRQKTEDE   292
gi|68508957|ref|NP_001257.4| LMVGAASTYDGLALAAHENVVVVTIQYRLGIWGFFSTGDEHSRGNWGHLDQVAALRWVQDNIASFGGNPGSVTIFGESAGGESVSVLVLSPLAKNLFHRAISESGVALTSVLVKKGDVKPLAEQIAITAGCKTTTSAVMVHCLRQKTEEE   293
gi|114662572|ref|XP_001167988.1| LMVGAASTYDGRVLAAHENVVVVTIQHRLGIWGFFSTGDEHSRGNWGHLDQLAALHWVQDNIASFGGNPGSVTIFGESSGAESVSVLIFSPLSKNLFHRAISESGVALTPALVNEGDIKPLAEQIANTAGCETTNSAVMVHCLRQKTEEE   293
gi|62078513|ref|NP_001013911.1| LVVGGSSTYDGQALSAHENVVVVTIQYRLGIWGFFSTGDEHSQGNWGHLDQLAALHWVQDNIANFGGNPGSVTIFGESAGGFSVSVLVLSPLAKNLFHRAISESGVSLNTALITT-DSKPIANLIATLSGCKTTTSAVMVHCLRQKTEDE   292
gi|31542380|ref|NP_579829.2| LVVGGASTYDGQVLSAHENVVVVTIQYRLGIWGFFSTGDEHSQGNWGHLDQVAALHWVQDNIANFGGNPGSVTIFGESAGGFSVSALVLSPLAKNLFHRAISESGVVLTSALITT-DSKPIANLIATLSGCKTTTSAVMVHCLRQKTEDE   292
gi|117553604|ref|NP_444430.2| LVVGGASTYDGLALSAHENVVVVTIQYRLGIWGFFSTGDEHSRGNWGHLDQVAALRWVQDNIANFGGNPGSVTIFGESAGGFSVSVLVLSPLAKNLFHRAISESGVSLTAALITT-DVKPIAGLVATLSGCKTTTSAVMVHCLRQKTEDE   292
gi|50978766|ref|NP_001003085.1| LVVGGASTYDGLALSAHENVVVVTIQYRLGIWGFFSTGDEHGRGNWGHLDQLAALRWVQENIANFGGNPGSVTIFGESAGGESVSVLVLSPLAKNLFHRAISESGVALTAALVKK-DMKDTAQQIAVFAGCKSTTSAVLVHCLRQKTEDE   292
gi|118096425|ref|XP_414147.2| LVLGAASSYDGSALAAFDNVVVVTIQYRLGIAGYFSTGDKYARGNWGYLDQVAALQWIQENIIHFGGDPGSVTICGESAGGISVSALVLSPLAKGLFHKAISESGTAIRALFTDK--PEEEAQRIAAASGCEKSSSAALVECLREKTEEE   297
gi|118096452|ref|XP_001232993.1| LAFGSASSYDGSALAAFDNVVVVTIQYRLGIVGYFR-------------------------------------------------------------HAALGSN----------------------------------------------   192
gi|118096429|ref|XP_001232058.1| LVLGAASSYDGSALAAFDNVVVVTIQYRLGIAGYFSTGDKYARGNWGYLDQVAALQWIQENIIHFGGDPGSVTICGESAGGISVSALVLSPLAKGLFHKAISESGTAIRTLFTDK--PEEEAQRIAAASGCEKSSSAALVECLREKTEEE   297
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gi|114051105|ref|NP_001039483.1| LLEVTQKMNFFTLVLY----GDPTETYPFLPTVVDGVLLPKMPEEMLAEKNFNTVPYIVGINKQEFGWILPLFMRYPLSEDKLDQKTATSLVWYSYPI--LSIPEELAPVATDKYLGGTDDPVKKKGLFLDLIADVMFGVPSVNMARRHR   437
gi|115495619|ref|NP_001069022.1| LLEITLKMKFFALDLH----KDSTESHPFLPTVVDGMLLPKMPEEMLAEKNFNNVPYMVGINKQEFGWIIPLFMSYPLPEDKLDQKTATSLLWQSYSL--LSIPEELSPVATDKYLGGTDDPVKKKDLFLDLIADVLFGVPSVNVARRHR   436
gi|68508957|ref|NP_001257.4| LLETTLKMKFLSLDLQ----GDPRESQPLLGTVIDGMLLLKTPEELQAERNFHTVPYMVGINKQEFGWLIPMLMSYPLSEGQLDQKTAMSLLWKSYPL--VCIAKELIPEATEKYLGGTDDTVKKKDLFLDLIADVMFGVPSVIVARNHR   437
gi|114662572|ref|XP_001167988.1| LLETTLKMNFLTLDLH----GDPRENYPHTPTVIDGVVLPKTPEELQAERKFHTVPYIVGFNRKEFGWLLPTLMSYPLSEGKLDQKTAKSLLWKSYPF--VRIPKELIPEAIEEYLGGTDDPVKKKDLFLDLMGDVLFGVPSVTVARNHR   437
gi|62078513|ref|NP_001013911.1| LLETSLKLNLFKLDLF----GNPKESYPFLPTVIDGVVLSKTPEEILAEKSFNTVPYIVGINKQEFGWIIPMLMGYPLSEGKLDQKTANSLLWKSYPT--LKISEKMIPMASEKYLGGTDDPAERKDLFKDLVADVIFGVPSVMVSRSHR   436
gi|31542380|ref|NP_579829.2| LLETSLKLNLFKLDLL----GNPKESYPFLPTVIDGVVLPKTPEEILAEKSFNTVPYIVGINKQEFGWIIPTLMGYPLSEGKLDQKTAKSLLWKSYPT--LKISEKMIPVVAEKYFGGTDDPAKRKDLFQDLVADVMFGVPSVMVSRSHR   436
gi|117553604|ref|NP_444430.2| LLETSLKLNLFKLDLL----GNPKESYPFLPTVIDGVVLPKAPEEILAEKSFSTVPYIVGINKQEFGWIIPTLMGYPLAEGKLDQKTANSLLWKSYPT--LKISENMIPVVAEKYLGGTDDLTKKKDLFQDLMADVVFGVPSVIVSRSHR   436
gi|50978766|ref|NP_001003085.1| LLEVSLKLKFFTLDLF----GDPRESYPFLPTVVDGVLLPKMPQEILAEKKFNSVPYIIGINKQEFGWLLPMMMGYPLSEDKLDQKTASSLLWKSYPI--ANIPEELTPLASEKYLGGTDDPVKKKALFLDMLGDVVFGVPSVTVARHHR   436
gi|118096425|ref|XP_414147.2| MEQITLKMDMTTLKLCYTSPEKCEQPSMFISSTVDGVFFPKSPRELLSEKAINAVPYIIGVNNCEFGWVIPEMMKVPDFTEGLDKEVARQVLQSSFVLSFKSVPSDIVDLVFNEYIGKAESRAQVRDGLLDAIGDHMFVFPAIEVARYHR   447
gi|118096452|ref|XP_001232993.1| ----------------------------------------------------------------------LQMMKVPDFTAILDKEVARQVLQSSFVLSFKSVPSDIVDLVFNEYIGKAESRAQVRDGLLDAIGDHMFVFPAIEVARYHR   272
gi|118096429|ref|XP_001232058.1| MEQITLKMGRAILQLCYTSPGKCEQPPMFISSAVDGVFFPKSPRQLLSEKAINAVPYIIGVTNCEFGWGLPNMMKFPDFTHGLDKEVSYQVLKNFIELSFESFTSDTVDLIFNEYIGKAESRAQVRDGLLDALGDHFFVFSAVEVARYHR   447
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gi|114051105|ref|NP_001039483.1| DAGAPTYMYEFRYHPSFSAELKPKTVMGDHGDELFSVFGAPFLKDGASEEEINLSKMVMKFWANFARNGNPNGEGLPHWPVYDHKEGYLQIGVNTREAEKLKDKEVAFWNELLSREVAKKAPHLKHVEL   566
gi|115495619|ref|NP_001069022.1| DAGAPTYMYEFQYRPSFSSELKPKTVIGDHGDELFSVFGAPFLKDGASEEEINLSKMVMKFWANFARNGNPNGEGLPHWPAYDHKEGYLQIGVNTRAAEKLKDKEVAFWNELLSREVARHHT-------   558
gi|68508957|ref|NP_001257.4| DAGAPTYMYEFQYRPSFSSDMKPKTVIGDHGDELFSVFGAPFLKEGASEEEIRLSKMVMKFWANFARNGNPNGEGLPHWPEYNQKEGYLQIGANTQAAQKLKDKEVAFWTNLFAKKAVEKPPQTEHIEL   566
gi|114662572|ref|XP_001167988.1| DAGAPTYMYEFQYRPSFSSDMKPKTVIGDHGDELFSVFGAPFLKEGASEEEIRLSKMVMKFWANFARTGNPNGEGLPHWPEYNQEEGYLQIGANTQAAQKLKDKEVAFWTKLLAKKAVEKPPQIEHIAL   566
gi|62078513|ref|NP_001013911.1| DAGAPTFMYEFEYRPSFVSAMRPKTVIGDHGDEIFSVFGSPFLKDGASEEETNLSKMVMKYWANFARNGNPNGGGLPHWPEYDQKEGYLKIGASTQAAQRLKDKEVAFWSELKAKEAAEEPSHWKHVEL   565
gi|31542380|ref|NP_579829.2| DAGAPTFMYEFEYRPSFVSAMRPKTVIGDHGDELFSVFGSPFLKDGASEEETNLSKMVMKYWANFARNGNPNGGGLPHWPEYDQKEGYLKIGASTQAAQRLKDKEVAFWSELRAKEAAEEPSHWKHVEL   565
gi|117553604|ref|NP_444430.2| DAGASTYMYEFEYRPSFVSAMRPKAVIGDHGDEIFSVFGSPFLKDGASEEETNLSKMVMKFWANFARNGNPNGGGLPHWPEYDQKEGYLKIGASTQAAQRLKDKEVSFWAELRAKESAQRPSHREHVEL   565
gi|50978766|ref|NP_001003085.1| DAGAPTYMYEFQYHPSFSSDMKPQTVVGDHGDELFSVFGAPFLKGGASEEEIRLSKMMMKLWANFARSGNPNGEGLPSWPAYDQKEGYLQIGIPTQPAQKLKSKEMAFWTELLAKRAAEKLSPTEHVEL   565
gi|118096425|ref|XP_414147.2| DAGHPVYFYEFQHRPSSATGVVPEFVKADHGDEIAFVFGKPFLAGNATEEENKLSRAVMKYWTNFARNGNPNGEGLVHWPQYDLDERYLEIDLIQKAAKKLKEDKMEFWVQLTEQMRSER--RREHTDL   574
gi|118096452|ref|XP_001232993.1| DAGHPVYFYEFQHRPSSATGVVPEFVKADHGDEIAFVFGKPFLAGNATEEENKLSRAVMKYWTNFARYGNPNGEGLVHWPQYDLDERYLEIDLIQKAAKKLKEDKMEFWVQLTEQMRSER--RRERTDL   399
gi|118096429|ref|XP_001232058.1| DAGHPVYFYEFQHRPSSATGVVPEFVKADHGSEIAFVFGKPFLAGNVTEEENKLSRAVMKYWTNFARNGNPNGEGLVHWPQYDLDERYLEIDLIQKAAKKLKEDKMEFWVQLTEQMRSER--RRERTDL   574
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