
                                                                                                                                                                                        
gi|29725609|ref|NP_005219.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114613403|ref|XP_001156495.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|46560582|ref|NP_997538.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|25742617|ref|NP_113695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73981874|ref|XP_533073.2| MLSPPKCEQVQGRRGTAGPGNREEQRDGVVLLGGVAVSGGHTRGIPESAEEEGDLEQRPRVGKAGVRKAVGGRSHCLHCLQGCEVEEKQVASLFTRRKSWGDKLGAPKAQGHGNPDPILPDLLLGLPLKQSSVKYSPWFKSSDCLFFKPS   150
gi|119920730|ref|XP_592211.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|35903183|ref|NP_919405.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|29725609|ref|NP_005219.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114613403|ref|XP_001156495.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|46560582|ref|NP_997538.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|25742617|ref|NP_113695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73981874|ref|XP_533073.2| FRARAGARPIRLVLVCGCFLHAGGGAEGLGRTLGECSEQQAGSSPAGILKGPSEVWPPQLSVPGLPPPPPLKSTLAPRGSPWKGSDICLHLIARLACAPATGTFGLGAAEARRLAEGLDKPYLAGCKTVLEGQDYFQHAYDLRKACRGEL   300
gi|119920730|ref|XP_592211.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|35903183|ref|NP_919405.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|29725609|ref|NP_005219.2| ----------------------------------------------------------------------------------------MRPSGTAGAALLALLAALCPASRALEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL    62
gi|114613403|ref|XP_001156495.1| ----------------------------------------------------------------------------------------MRPSGTAGAALLALLAALCPASRALEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL    62
gi|46560582|ref|NP_997538.1| ----------------------------------------------------------------------------------------MRPSGTARTTLLVLLTALCAAGGALEEKKVCQGTSNRLTQLGTFEDHFLSLQRMYNNCEVVL    62
gi|25742617|ref|NP_113695.1| ----------------------------------------------------------------------------------------MRPSGTARTKLLLLLAALCAAGGALEEKKVCQGTSNRLTQLGTFEDHFLSLQRMFNNCEVVL    62
gi|73981874|ref|XP_533073.2| REVIRGHVVAYCRNPAPTSVVASLGTLGLGNESGPMCMRCRQLCTDVPSEGCNQSSLCFRVRAAQSCEATEEGNPHRVQEDVAIASYLMSVSVHGVDDVVSEHVLAAVAPKRKGRRSVCQGTSNRLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|119920730|ref|XP_592211.3| ---------------------------------------------------------------------------------------------------------------MKKHELLCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL    39
gi|35903183|ref|NP_919405.1| ---------------------------------------------------------------------------------------MAGPTEIGLFFTLLLSGSFCATP----EKKVCQGANNKLTLLGTVEDHYQVLLRMYRNCTVVL    59
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gi|29725609|ref|NP_005219.2| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNMYYENSYALAVLSNYD-ANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSNMSMDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLT   211
gi|114613403|ref|XP_001156495.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNMYYENSYALAVLSNYD-ANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSNMSMDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLT   211
gi|46560582|ref|NP_997538.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNALYENTYALAILSNYG-TNRTGLRELPMRNLQEILIGAVRFSNNPILCNMDTIQWRDIVQNVFMSNMSMDLQSHPSSCPKCDPSCPNGSCWGGGEENCQKLT   211
gi|25742617|ref|NP_113695.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNALYENTYALAVLSNYG-TNKTGLRELPMRNLQEILIGAVRFSNNPILCNMETIQWRDIVQDVFLSNMSMDVQRHLTGCPKCDPSCPNGSCWGRGEENCQKLT   211
gi|73981874|ref|XP_533073.2| GNLEITYMQRNYDLSFLKTIQEVAGYVLIALNTVEKIPLENLQIIRGNVLYENTHALSVLSNYG-SNKTGLQELPLRNLHEILQGAVRFSNNPVLCNVETIQWRDIVDNDFISNMSMDIQNQAGRCQKCDPSCPNGSCWGPGKENCQKLT   599
gi|119920730|ref|XP_592211.3| GNLEITYMQSSYNLSFLKTIQEVAGYVLIALNTVEKIPLENLQIIRGNVLYENTHALAVLSNYG-ANKTGLRELPLRNLQEILQGAVRFSNNPVLCNVETIQWRDIVNPDFLSNMTGDFQNQQGNCPKCDPACLNRSCWGAGEENCQKLT   188
gi|35903183|ref|NP_919405.1| ENLEITHITEKYDLSFLKSIQEVGGYVLIAVNTVSKIPLENLRIIRGHSLYEDKFALAVLVNFNNSIEQGVKELPLTSLTEILKGGVKFCRNDYLCNVGTIEWADILNMKSLPTIVSHNISYGKNCGKCDPSCFNGSCWGTGPDKCQRMT   209
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gi|29725609|ref|NP_005219.2| KIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCNGIGIGEFKDSLSINATNIKHFKN   361
gi|114613403|ref|XP_001156495.1| KIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCNGIGIGEFKDTLSINATNIKHFKN   361
gi|46560582|ref|NP_997538.1| KIICAQQCSHRCRGRSPSDCCHNQCAAGCTGPRESDCLVCQKFQDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGPDYYEVEEDGIRKCKKCDGPCRKVCNGIGIGEFKDTLSINATNIKHFKY   361
gi|25742617|ref|NP_113695.1| KIICAQQCSRRCRGRSPSDCCHNQCAAGCTGPRESDCLVCHRFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGPDYYEVEEDGVSKCKKCDGPCRKVCNGIGIGEFKDTLSINATNIKHFKY   361
gi|73981874|ref|XP_533073.2| KIICAQQCSGRCRGRSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACSSDSYEVEEDGVRKCKKCEGPCRKVCNGIGIGEFKDTLSINATNIKHFKN   749
gi|119920730|ref|XP_592211.3| KIICAQQCSGRCRGRSPSDCCHNQCAAGCTGPRESDCLVCRRFRDEATCKDTCPPLMLYDPTTYEMKVNPLGKYSFGATCVKKCPRNYVVTDHGSCVRACSSDSQEVEEDGVRKCKKCDGPCGKVCNGIGIGEFKDTLSINATNIKHFRN   338
gi|35903183|ref|NP_919405.1| KVICAEQCSGRCKGPRPIDCCNEHCAAGCTGPRPTDCLACKDFQDEGTCKDACPRLMLYDPNTHQLAPNPYGKYSFGATCIKTCPHNYVVTDHGACVRTCSPGTYEVDEGGVRKCKRCEGLCPKVCNGLGMGPLANVLSINATNIDSFEN   359
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                                  ** ***:: **..:*:**..*.*  *** :*.:* *******:*:** **:.  .* ******:****** :* :*:**.   ** **:***:******* *  *::***:.. .**:** :  *..*::.*     *   .  *: :*:
gi|29725609|ref|NP_005219.2| CTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKIISNRGENSCKATGQVCHALCS   511
gi|114613403|ref|XP_001156495.1| CTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKIISNRGENSCKATGQVCHALCS   511
gi|46560582|ref|NP_997538.1| CTAISGDLHILPVAFKGDSFTRTPPLDPRELEILKTVKEITGFLLIQAWPDNWTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRNLCYANTINWKKLFGTPNQKTKIMNNRAEKDCKAVNHVCNPLCS   511
gi|25742617|ref|NP_113695.1| CTAISGDLHILPVAFKGDSFTRTPPLDPRELEILKTVKEITGFLLIQAWPENWTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRNLCYANTINWKKLFGTPNQKTKIMNNRAEKDCKATNHVCNPLCS   511
gi|73981874|ref|XP_533073.2| CTSISGDLHILPVAFRGDSFTHTLPLDPKELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRKLCYANTINWKKLFGTSSQKTKIINNKDEKACKAIGHVCHPLCS   899
gi|119920730|ref|XP_592211.3| CTSISGDLHILPVAFRGDSFTRTAPLDPKELDILRTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVGLDITSLGLRSLKEISDGDVIISGNRNLCYADTIRWKKLFGTSTQKTKILNNRSEKQCKAAGHICHPLCS   488
gi|35903183|ref|NP_919405.1| CTKISGNVAILSTTFRGDPHTNTSGLDPAKLSVLSTVKEITGYLMIQLWPESMQSLSAFENLEVIRGRTKTQGTYSFAVTKTAITHLGMRSLREISDGDVSIVKNKNLCYSSPEHWKRLFKSKQQSVKMIENMDAATCANQNSTCNEMCT   509
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gi|29725609|ref|NP_005219.2| PEGCWGPEPRDCVSCRNVSRGRECVDKCNLLEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGCTGPG-----------------LEGCPT--NGPK   642
gi|114613403|ref|XP_001156495.1| PEGCWGPEPRDCVSCRNVSRGRECVDKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGCFGPHSHASMPRPWNLSATSPFLVPPLH--SRPK   659
gi|46560582|ref|NP_997538.1| SEGCWGPEPRDCVSCQNVSRGRECVEKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGIMGENNTLVWKYADANNVCHLCHANCTYGCAGPG-----------------LQGCEVWPSGPK   644
gi|25742617|ref|NP_113695.1| SEGCWGPEPTDCVSCQNVSRGRECVDKCNILEGEPREFVENSECIQCHPECLPQTMNITCTGRGPDNCIKCAHYVDGPHCVKTCPSGIMGENNTLVWKFADANNVCHLCHANCTYGCAGPG-----------------LKGCQQ-PEGPK   643
gi|73981874|ref|XP_533073.2| SEGCWGPGPRDCVSCRNVSRGKECVEKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDSCIKCAHYIDGPHCVKTCPAGIMGENNTLVWKFSDGSRMCHLCHPNCTYGCEGPG-----------------LEGCAK--PGPK  1030
gi|119920730|ref|XP_592211.3| SEGCWGPGPKYCMSCQNFSRGKECVGKCNILEGEPREFVENSECVQCHPECLPQAMNVTCTGRGPGNCVKCAHYIDGPHCVKTCPAGVAGENGTLIWKFADANHVCLLCHPNCTYGCEGPG-----------------LEGCPQ--KGPK   619
gi|35903183|ref|NP_919405.1| ADGCWGPGPTMCFGCEHYSRGKHCVASCNLLNGEPREYEVNKTCMECDPECLLMNETQTCNGPGPDKCTVCANYKDGPHCVHRCPQGVPGEKDTLIWKYADVTHVCQPCHENCTQGCTGPD-----------------LKDCKD-FKSSG   641
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gi|29725609|ref|NP_005219.2| IPSIATGMVGALLLLLVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL   792
gi|114613403|ref|XP_001156495.1| IPSIATGMVGALLLLLVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL   809
gi|46560582|ref|NP_997538.1| IPSIATGIVGGLLFIVVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQAHLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL   794
gi|25742617|ref|NP_113695.1| IPSIATGIVGGLLFIVVVALGIGLFMRRRQLVRKRTLRRLLQERELVEPLTPSGEAPNQAHLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL   793
gi|73981874|ref|XP_533073.2| IPSIATGIVGGLLLVVVVALGVGLFLRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1180
gi|119920730|ref|XP_592211.3| IPSIATGIVGGLLLVVVLALSVGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKVKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL   769
gi|35903183|ref|NP_919405.1| LPMIAAGVVGGLLAFVILALGVAVLLRRRHIRRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVHKGLWVPEGENVKIPVAIKVLREATSPKANKEIMDEAYVMASVEHPHVCRLLGICLTSTVQLITQL   791
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gi|29725609|ref|NP_005219.2| MPFGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID   942
gi|114613403|ref|XP_001156495.1| MPFGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWITLESILHRIYTHQKKVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID   959
gi|46560582|ref|NP_997538.1| MPYGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASDISSILEKGERLPQPPICTID   944
gi|25742617|ref|NP_113695.1| MPYGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID   943
gi|73981874|ref|XP_533073.2| MPFGCLLDYVREHKDNIGSQHLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISTILEKGERLPQPPICTID  1330
gi|119920730|ref|XP_592211.3| MPFGCLLDYVREHKDNVGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISTVLEKGERLPQPPICTID   919
gi|35903183|ref|NP_919405.1| MPYGCLLDYVRENKDRIGSQHLLNWCVQIAKGMNYLEERHLVHRDLAARNVLVKTPQHVKITDFGLAKLLNADEKEYHADGGKVPIKWMALESIQHRTYTHQSDVWSYGVTVWELMTFGTKPYDGIPASEIAGVLEKGERLPQPPICTID   941
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gi|29725609|ref|NP_005219.2| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMDDVVDADEYLIPQQGFFSSPSTSRTPLLSSLSATSNNSTVACIDRNGLQSCPIKEDSFLQRYSSDPTGALTEDSIDDTFLPVPEY  1092
gi|114613403|ref|XP_001156495.1| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMDDVVDADEYLIPQQGFFSSPSTSRTPLLSSLSATSNNSTMACIDRNGLQSCPIKEDSFLQRYSSDPTGALTEDSIDDTFLPVPEY  1109
gi|46560582|ref|NP_997538.1| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLIPQQGFFNSPSTSRTPLLSSLSATSNNSTVACINRNG--SCRVKEDAFLQRYSSDPTGAVTEDNIDDAFLPVPEY  1092
gi|25742617|ref|NP_113695.1| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMEEEDMEDVVDADEYLIPQQGFFNSPSTSRTPLLSSLSANSNSSTVACINRNG--SCRVKEDAFLQRYSSDPTSVLTEDNIDDTFLPVPEY  1091
gi|73981874|ref|XP_533073.2| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLIPQQGFFHSPSTSRTPLLSSLSATSNSSNVACIDRNG--TCPLKEDSFLQRYSSDPTGTLTEDNIDDTFLPAPEY  1478
gi|119920730|ref|XP_592211.3| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLVPQQGFFHSPTTSRTPLLSSLSTSSNTPTVTCVDRNG--SYPLKEDSFLQRYSSDPTGALIEDSMDDTFLPVPEY  1067
gi|35903183|ref|NP_919405.1| VYMIMVKCWMIDAESRPRFRELIAEFTKMARDPSRYLVIQGDDRMHLPSPSDSKFYRSLMSG-ELDEAVDADEYLVPNHSFFSSPSTSRTQLLHSVSLNSSFGNCNSRNGNG---YPVRENSMVLRYIPDPTERFQEG----DFQPAPGY  1083
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gi|29725609|ref|NP_005219.2| INQSVPKRPAGSVQNPVYHNQPLNPAPSRDPHYQDPHSTAVGNPEYLNTVQPTCVNSTFDSPAHWAQKGSHQISLDNPDYQQDFFPKEAKPNGIFKGSTAENAEYLRVAPQSSEFIGA  1210
gi|114613403|ref|XP_001156495.1| INQSVPKRPAGSVQNPVYHNQPLNPTPSRDPHYQDPHSTAVGNPEYLNTVQPTCVNSTFDSPAHWAQKGSHQISLDNPDYQQDFFPKEAKPNGIFKGSTAENAEYLRVAPQSSEFIGA  1227
gi|46560582|ref|NP_997538.1| VNQSVPKRPAGSVQNPVYHNQPLHPAPGRDLHYQNPHSNAVGNPEYLNTAQPTCLSSGFNSPALWIQKGSHQMSLDNPDYQQDFFPKETKPNGIFKGPTAENAEYLRVAPPSSEFIGA  1210
gi|25742617|ref|NP_113695.1| INQSVPKRPAGSVQNPVYHNQPLHPAPGRDLHYQNPHSNAVSNPEYLNTAQPTCLSSGFDSSALWIQKGSHQMSLDNPDYQQDFFPKEAKPNGIFKGPTAENAEYLRVAPPSSEFSGA  1209
gi|73981874|ref|XP_533073.2| INQSVPKRPAGSVQNPVYHNQPLNPAPARDPHYQNPHSNAVDNPEYLN-THPTCVNSVLDRPSLWTQEANHQISLDNPDYQQDFFPKEAKSNGIFKGPAAENADYLRVAPPSSEFIGA  1595
gi|119920730|ref|XP_592211.3| VNQSVPKRPAGSVQNPVYHNQPLYPAPGRDPQYQNSLSNAVDNPEYLNTTHPACINGVLDGPALWAQKGSHQFSLDNPDYQQAFFPKEAKSNGIFKGPAAENAEYLRAAPAGSDFTGA  1185
gi|35903183|ref|NP_919405.1| N--EYMNQNESSMINPVYQ-QPHGPPRTLLHSSPALDETEEEYLNCFKSPAPASVVEYLNTSHTQLLSTKPFFSMDNPDYQQDFCPLELKTHTNGHLPAAQNQEYMGLEVH-------  1191
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