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gi|20070418|ref|NP_613066.1| -------------------------------------------------------MSTLLIHHPQYAWLQDLGLREDNEGVYN-GSWG-GRGEVITTYCPANNEPIARVRQASLKDYEETIGKAKKAWNIWADIPAPKRGEIVRKIGDAF    93
gi|62664437|ref|XP_214535.3| ---------------------------MLRLARPLCVQTVKASKLSRLWSRPAALMSTLLIHHPQYAWLQDLGLREDNEGVFN-GSWG-GRGEVITTYCPANNEPIARVRQASMKDYEETIGKAKKAWNIWADIPAPKRGEIVRKIGDAL   121
gi|188035924|ref|NP_001173.2| ---------------------------MWRLPRALCVHAAKTSKLSGPWSRPAAFMSTLLINQPQYAWLKELGLREENEGVYN-GSWG-GRGEVITTYCPANNEPIARVRQASVADYEETVKKAREAWKIWADIPAPKRGEIVRQIGDAL   121
gi|114601419|ref|XP_517904.2| MGSPGRGAGLYFSSSQGLVLIPSPGLSMWRLPRALCVHAAKTSKLPGPWSRPAAFMSTLLINQPQYAWLKELGLREENEGVYN-GSWG-GRGEVITTYCPANNEPIARVRQASVADYEETVKKAREAWKIWADIPAPKRGEIVRQIGDAL   148
gi|114051810|ref|NP_001039434.1| -------------------------------------------------------MSTLLINQPQYAWLKELGLREENDGVYN-GSWG-GRGEVITTYCPANNEPIARVRQASMADYEETVEKAREAWSIWADVPAPKRGEVVRQIGDAL    93
gi|73971017|ref|XP_538607.2| ---------------------------MWRVPRQLCVRVASGGKLSGPRHRPAAFMSTLLINQAQYAWLKELGLREENEGVYN-GSWG-GRGEVITTYCPANNEPIARVRQASVADYEETVKKAREAWKVWAEVPAPKRGEVVRQIGDAL   121
gi|118104602|ref|XP_424422.2| ---------------------------MLGWRRAAASVLLLPRRAG---WRPAAAMSSLLVGQPQYAWLRELGLQEDNPGVYN-GRWG-GGGQVVTTYCPANNEPIARVRQASLEDYEETVKKAKEAWQVWADIPAPKRGEVVRQIGDAL   118
gi|47086597|ref|NP_997889.1| -------------------------------------------------------MSTLLINQPEYNWLKELGLKEDNDGVYN-GSWG-GQGEVVTSYCPANNEPIARVRQATIAEYEETIQKALDAWKVWADVPAPKRGEIVRQIGEAL    93
gi|30695661|ref|NP_849807.1| -------------------------------------------------------MGS---ANNEYEFLSEIGLTSHNLGSYVAGKWQ-ANGPLVSTLNPANNQPIAQVVEASLEDYEQGLKACEEAAKIWMQVTAPKRGDIVRQIGDAL    91
gi|115479375|ref|NP_001063281.1| -------------------------------------------------------MGSF--ARKEHQFLAELGLAPRNPGSFACGAWG-GSGPVVTSTNPTNNQVIAEVVEASAREYEEGMRACYDAAKTWMAIPAPKRGEIVRQIGDAL    92
gi|115534176|ref|NP_498263.2| -------------------------------------MNRLLSSGMSAATLQTRMASQLLINDSKYGFLKELGLTENNAGVFH-GKWA-ASGQVVQSFAPANNSPIANVQNGNVQDYEIAISEAKKAYNDWCEVPAPRRGEIVRQIGDKL   111
gi|24666674|ref|NP_649099.1| ----------------------------MLAQLRNIS-KLALPRRLVTQTASYSSSSSYLIDQPEYSFLKELGLERDNPGVYS-GQWQ-GRGPSVTSYDPGTGQPIAKVRQGNVQELEHTIGLAVEAYKQWRQVPAPVRGEIVRQIGDEL   119
gi|158296454|ref|XP_316857.3| ----------------------------MIGTLLQRGPKLNNVICKILGARSMSGMTKYLVEEDNFAFLRDLGLQRVNNGVYN-GEWVAGTAGKVQSIDPASGRVIAEVATGSEQDLERCLTAGVAAYQEWKKIPAPLRGDVIRQIGDEL   121
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gi|20070418|ref|NP_613066.1| REKIQLLGRLVSLEMGKILVEGIGEVQEYVDVCDYAAGLSRMIGGPTLPSERPGHALIEMWNPLGLVGIITAFNFPVAVFGWNNAIALITGNVCLWKGAPTTSLVSVAVTKIIAQVLEDNLLPGAICSLVCGGADIGTTMARDERVNLLS   243
gi|62664437|ref|XP_214535.3| REKIQLLGRLVSLEMGKILVEGIGEVQEYVDVCDYAAGLSRMIGGPTLPSERPGHALMEQWNPLGLVGIITAFNFPVAVFGWNNAIALITGNVCLWKGAPTTSLVSIAVTKIIAKVLEDNLLPGAICSLTCGGADMGTAMARDERVNLLS   271
gi|188035924|ref|NP_001173.2| REKIQVLGSLVSLEMGKILVEGVGEVQEYVDICDYAVGLSRMIGGPILPSERSGHALIEQWNPVGLVGIITAFNFPVAVYGWNNAIAMICGNVCLWKGAPTTSLISVAVTKIIAKVLEDNKLPGAICSLTCGGADIGTAMAKDERVNLLS   271
gi|114601419|ref|XP_517904.2| REKIQVLGSLVSLEMGKILVEGVGEVQEYVDICDYAVGLSRMIGGPILPSERSGHALIEQWNPIGLVGIITAFNFPVAVYGWNNAIAMICGNVCLWKGAPTTSLISVAVTKIIAKVLEDNKLPGAICSLTCGGADIGTAMAKDERVNLLS   298
gi|114051810|ref|NP_001039434.1| REKIQVLGSLVSLEMGKILVEGVGEVQEYVDVCDYAVGLSRMIGGPILPSERPGHALIEQWNPVGLVGIITAFNFPVAVYGWNNAIAMICGNACLWKGAPTTSLISVAVTKIIAKVLEDNKLPGAICSLTCGGADIGTAMAKDERVDLLS   243
gi|73971017|ref|XP_538607.2| REKIQILGNLVSLEMGKILVEGVGEVQEYVDVCDYAVGLSRMIGGPILPSERPGHALIEQWNPVGLVGIITAFNFPVAVYGWNNAIAMICGNVCLWKGAPTTSLISVAVTKIIAKVLEDNKLPGAICSLTCGGADIGTAMAKDERVNLLS   271
gi|118104602|ref|XP_424422.2| RQKIKVLGSLVSLEMGKIYVEGVGEVQEYVDVCDYAVGLSRMIGGPVLPSERSGHALIEQWNPVGLVGIITAFNFPVAVYGWNSAIAMICGNACLWKGAPTTSLTSVAVTKIVAKVLEDNKIPGAVCSLVCGGADIGTAMARDERMDLLS   268
gi|47086597|ref|NP_997889.1| RRKIKALGSLMSLEMGKVYVEGVGEVQEYVDVCDYAVGLSRMIGGPILPSERPGHVLIEQWNPVGLVGIITAFNFPVAVYGWNNAIALICGNACLWKGAPTTPLTSVAVTKIVAEVLEQNHLPGAICSMTCGGADIGMAMAKDERVGLLS   243
gi|30695661|ref|NP_849807.1| RSKLDYLGRLLSLEMGKILAEGIGEVQEVIDMCDFAVGLSRQLNGSVIPSERPNHMMLEMWNPLGIVGVITAFNFPCAVLGWNACIALVCGNCVVWKGAPTTPLITIAMTKLVAEVLEKNNLPGAIFTAMCGGAEIGEAIAKDTRIPLVS   241
gi|115479375|ref|NP_001063281.1| RAKLHHLGRLVSLEMGKILPEGIGEVQEIIDMCDYAVGLSRQLNGSIIPSERPNHMMMEVWNPLGVVGVITAFNFPCAVLGWNACIALVCGNCVVWKGAPTTPLITIAMTKIVASVLERNNLPGSIFTAFCGGADIGQAISLDTRIPLVS   242
gi|115534176|ref|NP_498263.2| RTQLQNLGKLVSLEMGKISAEGVGEVQEYVDICDYATGLSRSLEGKIFPSERPGHALLEQWNPLGVVGVISAFNFPCAVYGWNNALALVTGNSVVWKPAPSTPLTAIAVTKLVEEVLVANNVNPALCSLVCGEGDVGQALVKDKRVNLVS   261
gi|24666674|ref|NP_649099.1| RKYKEPLGKLVSLEVGKIYSEGQGEVQEFIDICDYAVGLSRIYSGQLINSERADHSILEAWRPLGVVGVISAYNFPNAVFGWNAAIALTTGNSVLWKGAPSTPLVSVATTKIVAEVLRRNNLP-PVVTLCQGGTDVGQTLVADKRVNLVS   268
gi|158296454|ref|XP_316857.3| RKYREPLGKLVALEMGKILPEGVGEVQEFVDICDYAVGLSRMFGGAIFPSERPQHTILEKWNPLGLVGVISAFNFPCAVFGWNAAIALTVGNTVLWKGAPSTSLVSVATTKIVTDVIKRNKLP-PIVTLCQGGEDVGKRMVSDERIRLMS   270
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gi|20070418|ref|NP_613066.1| FTGSTQVGKEVALMVQERFGKSLLELGGNNAIIAFEDADLSLVVPSVLFAAVGTAGQRCTTVRRLFLHESIHNEVVDRLRSAYSQIR--VGNPWDPNILYGPLHTKQAVSMFVRAVEEAKKQGGTVVYGGKVMDHPGNYVEPTIVTGLAH   391
gi|62664437|ref|XP_214535.3| FTGSTQVGKQVALMVQERFGKSLLELGGNNAIIAFEDADLSLVLPSALFAAVGTAGQRCTTVRRLFLHESIHDEVVDRLKNAYSQIR--VGNPWDPNILYGPLHTKQAVSMFVQAVEEAKKEGGTVVYGGKVMDHPGNYVEPTIVTGLVH   419
gi|188035924|ref|NP_001173.2| FTGSTQVGKQVGLMVQERFGRSLLELGGNNAIIAFEDADLSLVVPSALFAAVGTAGQRCTTARRLFIHESIHDEVVNRLKKAYAQIR--VGNPWDPNVLYGPLHTKQAVSMFLGAVEEAKKEGGTVVYGGKVMDRPGNYVEPTIVTGLGH   419
gi|114601419|ref|XP_517904.2| FTGSTQVGKQVGLMVQERFGRSLLELGGNNAIIAFEDADLSLVVPSALFAAVGTAGQRCTTVRRLFIHESIHDEVVNRLKKAYAQIR--VGNPWDPNVLYGPLHTKQAVSMFLGAVEEAKKEGGTVVYGGKVMDRPGNYVEPTIVTGLGH   446
gi|114051810|ref|NP_001039434.1| FTGSTQVGKQVALMVQERFGRSLLELGGNNAIIAFEDADLSLVVPSALFAAVGTAGQRCTTARRLFLHESIHDEVVNRLKKAYAQIR--VGNPWDSNVLYGPLHTKQAVSMFLGAVEEAKKEGGTVVYGGKVMDRPGNYVEPTIVTGLDH   391
gi|73971017|ref|XP_538607.2| FTGSTQVGRQVALMVQERFGRSLLELGGNNAIIAFEDADLSLVVPSVLFAAVGTAGQRCTTARRLFLHESIHDEVVNRLKKAYEQIR--VGNPWDSDVLYGPLHTKQAVSMFLAAVEDAKKEGGTVVYGGKVMDRPGNYVEPTVVTGLAH   419
gi|118104602|ref|XP_424422.2| FTGSTEVGKQVALMVQERFGRSLLELGGNNAIIVFEDADLNLVIPSTLFAAVGTAGQRCTTARRLFLHENIHDEVVEKLVKAYAQVR--IGDPWDSDTLYGPLHTKAAVKMFLDAVEQAKQQGGSVVYGGKVINRPGNYVEPTIVTGLAH   416
gi|47086597|ref|NP_997889.1| FTGSTHVGKQVAMMVQERFGRQLLELGGNNAIIVFEDADLSLVVPSAVFASVGTAGQRCTTTRRLMLHESIHDEVVERIAKAYKQIR--IGDPWDPNTLYGPLHTKQAVQQYLAAIEQAKQQGGTLVCGGKIMDRPGNYVEPTIITGLPH   391
gi|30695661|ref|NP_849807.1| FTGSSRVGSMVQQTVNARSGKTLLELSGNNAIIVMDDADIQLAARSVLFAAVGTAGQRCTTCRRLLLHESVYDKVLEQLLTSYKQVK--IGNPLEKGTLLGPLHTPESKKNFEKGIEVIKSQGGKILTGGKAVEGEGNFVEPTIIE-ISA   388
gi|115479375|ref|NP_001063281.1| FTGSTKVGLMVQQQVNARFGKCLLELSGNNAIIVMDDADIQLAVRSVLFAAVGTAGQRCTTCRRLLLHESIYRTFLDQLVEVYKQVR--IGDPLENGTLLGPLHTPASRDAFLKGIQTIRSQGGKILYGGSAIESEGNFVQPTIVE-ISP   389
gi|115534176|ref|NP_498263.2| FTGSSEIGKIVGQQVQARFGKLLLELGGNNAIIVNEDADLNMVVPATVFAAVGTAGQRCTTTRRLIVHDKVYDQVLERLKKAYAQFESRIGCPLDSNTIIGPLHNQQAVGKYKASVAEAVASGGKIEYGGKVLERDGNFVLPTIVTGLKH   411
gi|24666674|ref|NP_649099.1| FTGSCQTGRDVGVEVQRRFGKVILELGGNNALIIDESANVKMALDAALFGCIGTSGQRCTTTRRIIVHEKLHDQFVKELVGKYKQLISKIGHQLEAQTLVGPVHTQQNVENYKAAIAEAKSLGGTVAFGGNVIQRDGFYVEPTVITGLPH   418
gi|158296454|ref|XP_316857.3| FTGSTAVGRTVGIEMQRRFGRCLLELGGNNALIINEDAPQEMALDAAFFGCIGTAGQRCTTTRRLIIHAKLYDSFIAKLVKRYASLLKRVGHPLDSATLYGPVHNQQAVDNYLQTVQEAVALGGKVECGGKVIDRAGFFVEPTIISNLPH   420
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gi|20070418|ref|NP_613066.1| DAPIVHQETFAPILYVFKFQDEEEVFEWNNEVKQGLSSSIFTKDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSTSLPLAQGIKFQ--   511
gi|62664437|ref|XP_214535.3| DAPIVHKETFAPILYVFKFKNEEEVFEWNNEVKQGLSSSIFTKDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSTALPLAQGIKFQ--   539
gi|188035924|ref|NP_001173.2| DASIAHTETFAPILYVFKFKNEEEVFAWNNEVKQGLSSSIFTKDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSKDLPLAQGIKFQ--   539
gi|114601419|ref|XP_517904.2| DASIAHTETFAPILYVFKFKNEEEVFAWNNEVKQGLSSSIFTKDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSKDLPLAQGIKFQ--   566
gi|114051810|ref|NP_001039434.1| DASIVHTETFAPILYVFKFKNEDEVFAWNNEVKQGLSSSIFTKDMGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSKDLPLAQGIKFQ--   511
gi|73971017|ref|XP_538607.2| NASIAHTETFAPILYVFKFKNEEEVFAWNNEVKQGLSSSIFTKDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDAWKQYMRRSTCTINYSKDLPLAQGIKFQ--   539
gi|118104602|ref|XP_424422.2| NAPIVHTETFAPILYVLKFKEEEEVFAWNNEVKQGLSSSIFTRDLGRIFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDSWKLYMKRSTCTINYSKDLPLAQGIKFQ--   536
gi|47086597|ref|NP_997889.1| NASIVHTETFVPILYVLKFKTEEEAFSWNNEVKQGLSSSIFTKDMGRVFRWLGPKGSDCGIVNVNIPTSGAEIGGAFGGEKHTGGGRESGSDSWKQYMRRSTCTINYSKDLPLAQGIKFE--   511
gi|30695661|ref|NP_849807.1| DAAVVKEELFAPVLYVLKFKSFGEAVAINNSVPQGLSSSIFTRNPENIFRWIGPLGSDCGIVNVNIPTNGAEIGGAFGGEKATGGGREAGSDSWKQYMRRSTCTINYGNELPLAQGINFG--   508
gi|115479375|ref|NP_001063281.1| SAPVVREELFGPVLYVMKVQNLKEAVEINNSVPQGLSSSIFTKRPDIIFKWIGPHGSDCGIVNVNIPTNGAEIGGAFGGEKATGGGREAGSDSWKQYMRRATCTINYGSELPLAQGINFG--   509
gi|115534176|ref|NP_498263.2| DSPVVLRETFAPILYVLKFSTLEEAIAINNEVDQGLSSSLFTTNIQNVFKWMGPKGSDCGIVNVNIPTSGAEIGGAFGGEKETGGGRESGSDSWRQYMRRSTCTINYSKELPLAQGIKFE--   531
gi|24666674|ref|NP_649099.1| DASVVHRETFAPIVYILKAKNVDQAIEWNNEVEQGLSSAIFTENIGQAFKWIGAKGSDCGIVNINTTTNGAEIGGAFGGEKATGGGRESGSDAWKQYCKRATITVNHSGELACAQGVVFNVE   540
gi|158296454|ref|XP_316857.3| DAPVVKRETFAPIVYVFKASNLQEAISWNNEVDQGLSSSLFTNNIQSAFEWLGESGSDCGIVNINTSPSGAEIGGAFGGEKHTGGGRESGSDAWKQYARRSTITVNHSTDLPLAQGIVFE--   540
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