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gi|83415134|ref|NP_001032784.1| ----------------MKAGIVFLTPLLFPLVSA--QVFRWGPCPTPMVQPNFELDKYLGKWYEIEKLPASFEKG-KCIEANYMLRPDKTVQVLNIQTYK-GKIRKAEGTAIIQDIKEPAKLGVSFS--YFTPYAPYWILSTDYNSISLV   128
gi|115495287|ref|NP_001070050.1| ----------------MKVFLVVLA-LFLPLMSA--QVPHWGPCPEPATQPAFNLQKFMGRWFEIAKLPAQFERG-RCIETNFTLKLDGTAHVVSSEILK-GELKTIDGTAVVEDKRNPAKLGISFS--YVLPYTPYWILSTDYENSALV   127
gi|75677437|ref|NP_031496.2| ----------------MVTMLMFLATLAGLFTTAKGQNFHLGKCPSPPVQENFDVKKYLGRWYEIEKIPASFEKG-NCIQANYSLMENGNIEVLNKELSPDGTMNQVKGEAKQSNVSEPAKLEVQFF--PLMPPAPYWILATDYENYALV   131
gi|6978523|ref|NP_036909.1| ----------------MATMLLLLATLAGLFTTTEGQSFHLGKCPSPPVQENFDVKKYLGRWYEIEKIPVSFEKG-NCIQANYSLMENGNIKVLNKELRPDGTLNQVEGEAKQSNMSEPAKLEVQFF--SLMPPAPYWILATDYESYALV   131
gi|4502163|ref|NP_001638.1| ----------------MVMLLLLLSALAGLFGAAEGQAFHLGKCPNPPVQENFDVNKYLGRWYEIEKIPTTFENG-RCIQANYSLMENGKIKVLNQELRADGTVNQIEGEATPVNLTEPAKLEVKFS--WFMPSAPYWILATDYENYALV   131
gi|55621758|ref|XP_516965.1| ----------------MVMLLLLFSALAGLFGAAEGQAFHLGKCPKPPVQENFDVNKYLGRWYEIEKIPTTFENG-RCIQANYSLMENGKIKVLNQELRADGTVNQIEGEATPVNLTEPAKLEVKFS--WFMPSAPYWILATDYENYALV   131
gi|57109608|ref|XP_535780.1| MSLHVETAFILTKKPRMLTALLLLPALAGLLPAADGQAFHLGRCPTPPVQENFDVHKYLGRWYEIEKIPVSFEKG-SCIQANYSLMENGNIKVINQELRSDGTVNQIEGEATQGNLTEPAKLGVKFF--WLMPSAPYWVLATDYENYALV   147
gi|115494984|ref|NP_001069769.1| ----------------MVPVLLLLPALAGLFGAAEGQAFHLGKCPHPPVQENFDVNKYLGKWYEIEKIPVSFEKG-SCIQANYSLKENGNVEVINKELRADGTVNQIEGEATPENITEPAKLAVKFF--WFMPSAPYWVLATDYENYALV   131
gi|58696426|ref|NP_001011692.1| ----------------MLGTAAQLSVLLSLLGLGNAQMFHMGPCPDPPVQQDFDINKYLGKWYEIEKLPSNFEKG-SCVQANYSLKENGKFKVINKEMLSSGKINAIEGEIMHTDVKEPAKLGVRFN--WFMPSAPYWVISTDYENYSLV   131
gi|28574799|ref|NP_787960.1| ---------MNHHSSSHLLLLISVVFGAVWVA--HAQVPFPGKCPDVKLLDTFDAEAYMGVWYEYAAYPFAFEIGKKCIYANYSLIDNSTVSVVNAAINR--FTGQPSNVTGQAKVLGPGQLAVAFYPTQPLTKANYLVLGTDYESYAVV   137
gi|158300081|ref|XP_320076.4| ---------MATIRIPRWAGIGVGLLAVLLLLGVEAQVPGFGKCPKVPVVENFDTYAYLGRWYEQEKYPFFFELGGKCITADYSLNPDGTIGVLNTQKNS--ITGNENSIVGSARIVQSARLAVRFPSAPFNVEAPYWVVGTDYKTFAVV   139
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gi|83415134|ref|NP_001032784.1| YSCTDVLRLFHVDYAWILSRSRFLPAGAIYHAKEIFSRDNIDVSKMFATDQQGCDNPI-----------------------------   186
gi|115495287|ref|NP_001070050.1| YSCSDVLRLFHVDFAWILGRTRSLPAATIEHGKEVFTSNNIDVSRMILSRQQGCDQKL-----------------------------   185
gi|75677437|ref|NP_031496.2| YSCTTFFWLFHVDFVWILGRNPYLPPETITYLKDILTSNGIDIEKMTTTDQANCPDFL-----------------------------   189
gi|6978523|ref|NP_036909.1| YSCTTFFWFFHVDYVWILGRNPYLPPETITYLKYILTSNDIDIAKITTKDQANCPDFL-----------------------------   189
gi|4502163|ref|NP_001638.1| YSCTCIIQLFHVDFAWILARNPNLPPETVDSLKNILTSNNIDVKKMTVTDQVNCPKLS-----------------------------   189
gi|55621758|ref|XP_516965.1| YSCTSIIQLFHVDFAWILARNPNLPPETVDSLKNILTSNNIDVKKMTVTDQVNCPKLS-----------------------------   189
gi|57109608|ref|XP_535780.1| YSCTTIVWLFHMDHVWILGRNPYLPPETVTYLKDILTSNDIDIEKMTITDQVNCPESL-----------------------------   205
gi|115494984|ref|NP_001069769.1| YSCTTIIWLFHMDHVWILGRNPYLPPETVTYLKDILTSNNIEVEKMTITDQVNCPESM-----------------------------   189
gi|58696426|ref|NP_001011692.1| YSCTNILWLFHFDYAWIMSRSPDMHPDTVEHLKSMLRTYKIDTDKMMPTDQLNCPAEM-----------------------------   189
gi|28574799|ref|NP_787960.1| YSCTSVTPLANFKIVWILTRQREPSAEAVDAARKILEDNDVSQAFLIDTVQKNCPRLDGNGTGLAGEDGLDVDDFVSTTVPNAIEKA   224
gi|158300081|ref|XP_320076.4| YACSDLRGFINAKVAWILTRKRHPDIETMKKAYSVLDSAKISRAYLTRTDQKNC---------------------------------   193
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