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gi|127138957|ref|NP_065907.2| MPRRKQQAP--------------------------------------------------------RRAAAYVSEELKAAALVDEGLDPEEHTADGEPSAKYMCPEKE-LARACPSYQNSPAAEFSCHEMDSESHISETSDRMADFESGSI   150
gi|114676553|ref|XP_512561.2| -------------------------------------------------------------------MAAYVSEELKAAALVDEGLDPEEHTADGEPSAKYMCPEKE-LVRACPSYQNSPAAEFSCHEMDSESHISETSDRMADFESGSI   150
gi|73948552|ref|XP_541721.2| MRRRPRKAEVGRDGDPLSFFSSYSFSIRGIRLPVADRGASRGPHGVFAWPDGKSLFAVSMCPCKMRGLRPYVSDELKAAALVEEDLDPEESVADGEPSAKYMCPDKE-LAKACPSYQNSPAAEFSSHEMDSESHISETSDRMADFESGSI   150
gi|76640884|ref|XP_592300.2| MPRRKQQAP--------------------------------------------------------RRAAAYVSDELKAAALVDEDIDPGESPADGEPSAKYMCPEKE-LNKTCPSYQNSPAAEFSSHEMDSESHISETSDRMADFESGSI   150
gi|26986627|ref|NP_758502.1| MPRRKQQAP--------------------------------------------------------RRAAAYVSDELKAAALVEDDVEPEEQAADGEPSAKYMCPEKE-LSKACPSYQNSPAAEFSSHEMDSESHISETSDRMADFESSSI   150
gi|62639428|ref|XP_218516.3| MPRRKQQAP--------------------------------------------------------RRAAAYVSDELKAAALVEDDIEPEEQVADGEPSAKYMCPEKE-LSKACPSYQNSPAAEFSSHEMDSESHISETSDRMADFESSSI   150
gi|118096374|ref|XP_414125.2| MG--------------------------------------------------------------FLVEKAYVSDELKAAALVEEDVEADENTADGEPSAKYACPEKD-FSKNCQSYQNSPAAEFSSHEMDSESHISETSDRMADFESSSI   150
gi|292616198|ref|XP_694172.4| MTPAPWPRAAVSG------------YRAPSRVRPWGSQQGRSVLSHYPATLSNGRLTHSCDSEWDTERETYVPEELKEAALLDEDVEGEDSALEEEPAMKYVCQDKDLLLKDRPGFHDSPPADFSSHEMDSESHLSESSDRMSDFESASV   150
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gi|127138957|ref|NP_065907.2| KNEEET--KEVTVPLE-------DTTVS-----------DSLEQMKAVYNNFLSNSYWSNLNLNLHQPSSEK--NNG-SSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQ--SRMLP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|114676553|ref|XP_512561.2| KNEEET--KEVTVPLE-------DTTVS-----------DSLEQMKAVYNNFLSNSYWSNLNLNLHQPSSEK--NNG-SSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQ--SRMLP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|73948552|ref|XP_541721.2| KNEEEA--KEAAAPLE-------DTTVS-----------DSLEQMKAVYNNFLSNSYWSNLHLNLHQPSSDK--NNG-SSSSSSSSSSSCGSGSFDWHQSAMAKTLQHVSQ--SRALP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|76640884|ref|XP_592300.2| KNEEET--KEVTIPPE-------DTTVS-----------DSLEQMKAVYNNFLSNSYWSNLTLNLHQPSSEK--NNG-SSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQ--SRMLP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|26986627|ref|NP_758502.1| KNEEET--KEVQVPLE-------DTIVS-----------DSLEQMKAVYNNFLSNSYWSNLNLNLHQPSSEN--NGG-SSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQ--NRMLP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|62639428|ref|XP_218516.3| KNEEET--KEVQVPLE-------DTTVS-----------DSLEQMKAVYNNFLSNSYWSNLNLNLHQPSSEN--NGGGSSSSSSSSSSSCGSGSFDWHQSAMAKTLQQVSQ--NRMLP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|118096374|ref|XP_414125.2| KNEEES--KEVSIPLE-------DSTVS-----------DSLEQMKAVYNNFLSNSYWSNLNLNLHQPISEK--NNG-SSSSSSSSSSSCGSGSFDWHQTAMAKTLQQVSQ--SRILP---EPSLFSTVQLYRQSSKLYGSIFTGASKFR   300
gi|292616198|ref|XP_694172.4| KNEEDSSAKEPLTSLSSTSSMMMTTTATPSSEEATPLGPDSLEQMKAIYTSFLTNSYWSSLNLNLSQQPPEKPPRSHSSSSSSSSSSSSCGSGGYDWHQTAVAKTLQNVSQNQSRLLHPASEPNLFSTVQLYRQSTKLYGSIFTGASKFR   300
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gi|127138957|ref|NP_065907.2| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPATRKKASLELELPSSPDSTGGTPKATISDTNDALQKNSNPYITPNNR   450
gi|114676553|ref|XP_512561.2| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPATRKKASLELELPSSPDSTGGTPKATISDTNDALQKNSNPYITPNNR   450
gi|73948552|ref|XP_541721.2| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPAARKKASLELELPSSPDSTGGTPKAAMADANDMLQKNSNPYITPNNR   450
gi|76640884|ref|XP_592300.2| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPAARKKASLELELPSSPDSTGGTPKAAMADTNDALQKNSNPYITPNNR   450
gi|26986627|ref|NP_758502.1| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPAARKKPSLELELPSSPDSTGGTPKATLSDASDALQKNSNPYITPNNR   450
gi|62639428|ref|XP_218516.3| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPAARKKPSLELELPSSPDSTGGTPKATLSDASDALQKNSNPYITPNNR   450
gi|118096374|ref|XP_414125.2| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDNNNPKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIIPATRKKASLELELPSSPDSTGGTPKAPVSDTNDALQKNSNPYITPNNR   450
gi|292616198|ref|XP_694172.4| CKDCSAAYDTLVELTVHMNETGHYRDDNHETDSEGTKRWSKPRKRSLLEMEGKEDAQKVLKCMYCGHSFESLQDLSVHMIKTKHYQKVPLKEPVTPVAAKIISSARKRAPIELELPSSPDSNGGTPKPSLSDPNDLLQKTPNPYITPNNR   450
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gi|127138957|ref|NP_065907.2| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIVETPVTPTITTLLD--EKVQSVPLAATTFTSP--SNTPASISPKLN-VEVKKEVDKEKAVTDEKPKQKDKPGEEE--EKCDISSKYHYLT   600
gi|114676553|ref|XP_512561.2| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIVETPVTPTITTLLD--EKVQSVPLAATTFTSP--SNTPASISPKLN-VEVKKEVDKEKAVTDEKPKQKDKPGEEE--EKCDISSKYHYLT   600
gi|73948552|ref|XP_541721.2| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIMETPVTPTITTLLD--EKVQSVPLAATTFTSP--ANTPASVSPKLS-VEVKKEVDKEKAAPDDKPKEKEKPCEEE--EKYDISSKYHYLT   600
gi|76640884|ref|XP_592300.2| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIMETPVTPSITSLLD--EKVQSVPLAATTFTSP--SNTPASISPKLN-VEVKKEADKEKAVLEEKPKEKEKACEEE--EKYDISSKYHYLT   600
gi|26986627|ref|NP_758502.1| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIMETPVTPTITTLLD--EKVQSVPLAATTFTSP--SNTPASVSPKLA-VEIKKEVDKEKAVPDEKPKEREKPSEEE--EKYDISSKYHYLT   600
gi|62639428|ref|XP_218516.3| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIMETPVTPTITTLLD--EKVQSVPLAATTFTSP--SNTPASVSPKLT-VEIKKEVDKEKAVLDEKPKEKEKASEEE--EKYDISSKYHYLT   600
gi|118096374|ref|XP_414125.2| YGHQNGASYAWHFEARKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAMKKGKPIIEAPATPTITSLVD--EKVQSVPLAATTFTSP--SNTPSSVSPKLN-VEIKKEVDKERSTADDKMKDKEKSSEDE--EKYDISSKYHYLT   600
gi|292616198|ref|XP_694172.4| YGHQNGASYAWQFESRKSQILKCMECGSSHDTLQELTAHMMVTGHFIKVTNSAIKKGKPIMESMSTTAPNPILTNEDKVQSVPLAATAFSPPPPAPPPPSISPAIMPMEIKKEEKEVECTRETNNNKDKKAAESETDEKFEVSSKYPYLT   600
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gi|127138957|ref|NP_065907.2| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSTPLKPMFGNSEIVSPTKNQTLVSPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKMKEPDGKLSPPKRATPSPCSSEVGEPIKMEA   750
gi|114676553|ref|XP_512561.2| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSTPLKPMFGNSEIVSPTKNQTLVSPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKMKEPDGKLSPPKRATPSPCSSEVGEPIKMEA   750
gi|73948552|ref|XP_541721.2| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSAPLKPMFGTSEIVSPTKSQTLVSPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKLKEPEGKLSPPKRATPSPCGSEASEPIKMEA   750
gi|76640884|ref|XP_592300.2| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSAGKSTPLKPMFGNSDIVSPTKNQTLITPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKMKEPEGKLSPPKRATPSPCSSDISEPIKMEA   750
gi|26986627|ref|NP_758502.1| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSTPLKPMFGNSEIVSPTKTQTLVSPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKMKEPEGKLSPPKRATPSPCSSEQSEPIKMEA   750
gi|62639428|ref|XP_218516.3| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSTPLKPMFGNSEIVSPTKTQTLVSPPSSQTSPMPKTNFHAMEELVKKVTEKVAKVEEKMKEPDSKLSPPKRATPSPCSSEQSEPIKMEA   750
gi|118096374|ref|XP_414125.2| ENDLEESPKGGLDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNMMKLSLGSSGKSTPLKPMFGNSELVSPSKSQPLVSPPSSQTSPVPKTNFHAMEELVKKVTEKVAKVEEKMKEPEGKLSPMKRATPSPCSSEVSEPLKMEA   750
gi|292616198|ref|XP_694172.4| EEDLEESPKGGFDILKSLENTVTSAINKAQNGTPSWGGYPSIHAAYQLPNIMKLSLRNSGKSSPLKYMFSGEELLSPTKSQPLISPPSCQTSPLPKNNFHAMEELVKKVTEKVAKVEEKMRDPGARSSPLRRTTPSPCSSDAGESARGES   750
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gi|127138957|ref|NP_065907.2| SSD--GGFRSQENSPSPPRDGCKDGSPLAEPVENGKELVKPLASS-LSGSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQSKKA-DHLDRYFYHVNNDQPIDLTKGKSDKGCSLG   900
gi|114676553|ref|XP_512561.2| SSD--GGFRSQENSPSPPRDGCKDGSPLAEPVENGKELVKPLASS-LSGSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQSKKA-DHLDRYFYHVNNDQPIDLTKGKSDKGCSLG   900
gi|73948552|ref|XP_541721.2| TGD--GGFKSQEGSPSPPRDACKEGSPAAEPAENGKEPVKPTSSG-LSSSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQSKKA-DHLDRYFYHVSNDQPIDLTKGKSDKGCSLG   900
gi|76640884|ref|XP_592300.2| SSD--GGFKSQEDSPSPQRDGCKEGSPLAEPVENGKDLVKPMSSG-LSSSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQSKKA-DHLDRYFYHVSNDQPIDLTKGKNDKGCSLG   900
gi|26986627|ref|NP_758502.1| SSD--GSFKSQENSPSPPRDACKEASPSAEPVENGKELVKPLSGG-LSGSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQAKKA-EHLDRYFYHVNNDQPIDLTKGKSDKGCSLG   900
gi|62639428|ref|XP_218516.3| SSG--SGFKSQENSPSPPRDVCKEASPSAEPVENGKELVKPLSGGSLSGSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPPPLQAKKA-EHLDRYFYHVNNDQPIDLTKGKSDKGCSLG   900
gi|118096374|ref|XP_414125.2| SND--GGFKSQQNSPVPQRDGCKD-SPTVEPVENGKEPAKSIVGS-LSSSTAIITDHPPEQPFVNPLSALQSVMNIHLGKAAKPSLPALDPMSMLFKMSNSLAEKAAVATPP-LQSKKT-DHLDRYFYHVNNDQPIDLTKGKSDKSCSLG   900
gi|292616198|ref|XP_694172.4| PKERRGAKTPETNGGGITHKESNGDALTKESLENGTDHVVKTPVSTLCSSTAIITDHPPEQPFVNPLSALQSVMNVHLGKAAKPALPSLDPMSMLFKMSNSLAEKAAVAASTPSQTKKTNDHLDRYFYHINNDQPIDLTKGKSDKSNSLG   900
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gi|127138957|ref|NP_065907.2| SVLLSPTSTAPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEESTPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|114676553|ref|XP_512561.2| SVLLSPTSTAPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEESTPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|73948552|ref|XP_541721.2| SVLLSPTSTSPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEEATPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|76640884|ref|XP_592300.2| SALLSPTSASPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEEATPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|26986627|ref|NP_758502.1| SGLLSPTSTSPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEESTPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|62639428|ref|XP_218516.3| SGLLSPTSTSPATSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGATLEEAEESTPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|118096374|ref|XP_414125.2| SALLSSTSTSSASSS--STVTTAKTS-AVVSFMSNSPLRENALSDISDMLKNLTESHTSKSSTPSSISEKSDIDGTTIEEPEESTPAQKRKGRQSNWNPQHLLILQAQFAASLRQTSEGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
gi|292616198|ref|XP_694172.4| SAALSSSTSTPTSISPSSTITMAKASSAVASFMSNSPLRENALSDISDMLRNLTENHASKSSTPTSLSERSDIDGSTPEESEEISPAQKRKGRQSNWNPQHLLILQAQFASSLRQTGDGKYIMSDLSPQERMHISRFTGLSMTTISHWLA  1050
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gi|127138957|ref|NP_065907.2| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSTEQINSQIA-QTKSPSEKMVTS-----------------SP-----EEDLGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLYVSEL  1200
gi|114676553|ref|XP_512561.2| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSTEQINSQIA-QTKSPSEKMVTS-----------------SP-----EEDLGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLYVSEL  1200
gi|73948552|ref|XP_541721.2| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYIGHLESHLGFRLRDLSKLSTEQLNNQIA-QTKSPSEKLVTS-----------------SP-----EEDLGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLYVSEL  1200
gi|76640884|ref|XP_592300.2| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSTEQINNQIA-QTKSPSEKLVTS-----------------SP-----EEDLGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLYVSEL  1200
gi|26986627|ref|NP_758502.1| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSTEQINNQIA-QTKSPSEKLVTS-----------------SP-----EEDLGTTYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLFVSEL  1200
gi|62639428|ref|XP_218516.3| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSTEQINNQIA-QTKSPSEKMVTS-----------------SP-----EEDLGTTYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLFVSEL  1200
gi|118096374|ref|XP_414125.2| NVKYQLRRTGGTKFLKNLDTGHPVFFCNDCASQIRTPSTYISHLESHLGFRLRDLSKLSSEQINNQIA-QAKSPSEKLVTS-----------------SP-----EEDIGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLLYVSEL  1200
gi|292616198|ref|XP_694172.4| NVKYQLRRTGGTKFLKNLDSGHPVFFCSDCASQIRSPSTYVSHLESHLGFRLRDLAKLSGEHLVSQISRHTKGLSEKLLSAQAHSLAHTIANPSPHSLSPSPSPDEEANGTSYQCKLCNRTFASKHAVKLHLSKTHGKSPEDHLMYVSEL  1200
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                               ** 
gi|127138957|ref|NP_065907.2| EKQ  1203
gi|114676553|ref|XP_512561.2| EKQ  1203
gi|73948552|ref|XP_541721.2| EKQ  1203
gi|76640884|ref|XP_592300.2| EKQ  1203
gi|26986627|ref|NP_758502.1| EKQ  1203
gi|62639428|ref|XP_218516.3| EKQ  1203
gi|118096374|ref|XP_414125.2| EKQ  1203
gi|292616198|ref|XP_694172.4| EKP  1203
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