
                                                                                                                                                                                        
gi|29725609|ref|NP_005219.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|114613403|ref|XP_001156495.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|46560582|ref|NP_997538.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|25742617|ref|NP_113695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|73981874|ref|XP_533073.2| MLSPPKCEQVQGRRGTAGPGNREEQRDGVVLLGGVAVSGGHTRGIPESAEEEGDLEQRPRVGKAGVRKAVGGRSHCLHCLQGCEVEEKQVASLFTRRKSWGDKLGAPKAQGHGNPDPILPDLLLGLPLKQSSVKYSPWFKSSDCLFFKPS   150
gi|119920730|ref|XP_592211.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|35903183|ref|NP_919405.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|29725609|ref|NP_005219.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|114613403|ref|XP_001156495.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|46560582|ref|NP_997538.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|25742617|ref|NP_113695.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|73981874|ref|XP_533073.2| FRARAGARPIRLVLVCGCFLHAGGGAEGLGRTLGECSEQQAGSSPAGILKGPSEVWPPQLSVPGLPPPPPLKSTLAPRGSPWKGSDICLHLIARLACAPATGTFGLGAAEARRLAEGLDKPYLAGCKTVLEGQDYFQHAYDLRKACRGEL   300
gi|119920730|ref|XP_592211.3| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|35903183|ref|NP_919405.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                    .. :***:.*:** ***.***:  * **:.** ***
gi|29725609|ref|NP_005219.2| ----------------------------------------------------------------------------------------MRPSGTAGAALLALLAALCPASRALEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|114613403|ref|XP_001156495.1| ----------------------------------------------------------------------------------------MRPSGTAGAALLALLAALCPASRALEEKKVCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|46560582|ref|NP_997538.1| ----------------------------------------------------------------------------------------MRPSGTARTTLLVLLTALCAAGGALEEKKVCQGTSNRLTQLGTFEDHFLSLQRMYNNCEVVL   450
gi|25742617|ref|NP_113695.1| ----------------------------------------------------------------------------------------MRPSGTARTKLLLLLAALCAAGGALEEKKVCQGTSNRLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|73981874|ref|XP_533073.2| REVIRGHVVAYCRNPAPTSVVASLGTLGLGNESGPMCMRCRQLCTDVPSEGCNQSSLCFRVRAAQSCEATEEGNPHRVQEDVAIASYLMSVSVHGVDDVVSEHVLAAVAPKRKGRRSVCQGTSNRLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|119920730|ref|XP_592211.3| ---------------------------------------------------------------------------------------------------------------MKKHELLCQGTSNKLTQLGTFEDHFLSLQRMFNNCEVVL   450
gi|35903183|ref|NP_919405.1| ---------------------------------------------------------------------------------------MAGPTEIGLFFTLLLSGSFCATP----EKKVCQGANNKLTLLGTVEDHYQVLLRMYRNCTVVL   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                   *****::  .*:*****:****.******:***.:******:****:  **:..**::* *:. : . *::***: .* *** *.*:*..*  ***: :*:* **:.   :..:  .       * ****:* * **** * ::**::*
gi|29725609|ref|NP_005219.2| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNMYYENSYALAVLSNYD-ANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSNMSMDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLT   600
gi|114613403|ref|XP_001156495.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNMYYENSYALAVLSNYD-ANKTGLKELPMRNLQEILHGAVRFSNNPALCNVESIQWRDIVSSDFLSNMSMDFQNHLGSCQKCDPSCPNGSCWGAGEENCQKLT   600
gi|46560582|ref|NP_997538.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNALYENTYALAILSNYG-TNRTGLRELPMRNLQEILIGAVRFSNNPILCNMDTIQWRDIVQNVFMSNMSMDLQSHPSSCPKCDPSCPNGSCWGGGEENCQKLT   600
gi|25742617|ref|NP_113695.1| GNLEITYVQRNYDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNALYENTYALAVLSNYG-TNKTGLRELPMRNLQEILIGAVRFSNNPILCNMETIQWRDIVQDVFLSNMSMDVQRHLTGCPKCDPSCPNGSCWGRGEENCQKLT   600
gi|73981874|ref|XP_533073.2| GNLEITYMQRNYDLSFLKTIQEVAGYVLIALNTVEKIPLENLQIIRGNVLYENTHALSVLSNYG-SNKTGLQELPLRNLHEILQGAVRFSNNPVLCNVETIQWRDIVDNDFISNMSMDIQNQAGRCQKCDPSCPNGSCWGPGKENCQKLT   600
gi|119920730|ref|XP_592211.3| GNLEITYMQSSYNLSFLKTIQEVAGYVLIALNTVEKIPLENLQIIRGNVLYENTHALAVLSNYG-ANKTGLRELPLRNLQEILQGAVRFSNNPVLCNVETIQWRDIVNPDFLSNMTGDFQNQQGNCPKCDPACLNRSCWGAGEENCQKLT   600
gi|35903183|ref|NP_919405.1| ENLEITHITEKYDLSFLKSIQEVGGYVLIAVNTVSKIPLENLRIIRGHSLYEDKFALAVLVNFNNSIEQGVKELPLTSLTEILKGGVKFCRNDYLCNVGTIEWADILNMKSLPTIVSHNISYGKNCGKCDPSCFNGSCWGTGPDKCQRMT   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  *:***:*** **:*  * ***:::********* :***.*: *:**.****:** ****:*.*:::  ** *********:*.**:********:***:*...  *::*.*: ***:*:* * *****:*:* : : ********. *. 
gi|29725609|ref|NP_005219.2| KIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCNGIGIGEFKDSLSINATNIKHFKN   750
gi|114613403|ref|XP_001156495.1| KIICAQQCSGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCNGIGIGEFKDTLSINATNIKHFKN   750
gi|46560582|ref|NP_997538.1| KIICAQQCSHRCRGRSPSDCCHNQCAAGCTGPRESDCLVCQKFQDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGPDYYEVEEDGIRKCKKCDGPCRKVCNGIGIGEFKDTLSINATNIKHFKY   750
gi|25742617|ref|NP_113695.1| KIICAQQCSRRCRGRSPSDCCHNQCAAGCTGPRESDCLVCHRFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACGPDYYEVEEDGVSKCKKCDGPCRKVCNGIGIGEFKDTLSINATNIKHFKY   750
gi|73981874|ref|XP_533073.2| KIICAQQCSGRCRGRSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCVKKCPRNYVVTDHGSCVRACSSDSYEVEEDGVRKCKKCEGPCRKVCNGIGIGEFKDTLSINATNIKHFKN   750
gi|119920730|ref|XP_592211.3| KIICAQQCSGRCRGRSPSDCCHNQCAAGCTGPRESDCLVCRRFRDEATCKDTCPPLMLYDPTTYEMKVNPLGKYSFGATCVKKCPRNYVVTDHGSCVRACSSDSQEVEEDGVRKCKKCDGPCGKVCNGIGIGEFKDTLSINATNIKHFRN   750
gi|35903183|ref|NP_919405.1| KVICAEQCSGRCKGPRPIDCCNEHCAAGCTGPRPTDCLACKDFQDEGTCKDACPRLMLYDPNTHQLAPNPYGKYSFGATCIKTCPHNYVVTDHGACVRTCSPGTYEVDEGGVRKCKRCEGLCPKVCNGLGMGPLANVLSINATNIDSFEN   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                  ** ***:: **..:*:**..*.*  *** :*.:* *******:*:** **:.  .* ******:****** :* :*:**.   ** **:***:******* *  *::***:.. .**:** :  *..*::.*     *   .  *: :*:
gi|29725609|ref|NP_005219.2| CTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKIISNRGENSCKATGQVCHALCS   900
gi|114613403|ref|XP_001156495.1| CTSISGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKIISNRGENSCKATGQVCHALCS   900
gi|46560582|ref|NP_997538.1| CTAISGDLHILPVAFKGDSFTRTPPLDPRELEILKTVKEITGFLLIQAWPDNWTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRNLCYANTINWKKLFGTPNQKTKIMNNRAEKDCKAVNHVCNPLCS   900
gi|25742617|ref|NP_113695.1| CTAISGDLHILPVAFKGDSFTRTPPLDPRELEILKTVKEITGFLLIQAWPENWTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRNLCYANTINWKKLFGTPNQKTKIMNNRAEKDCKATNHVCNPLCS   900
gi|73981874|ref|XP_533073.2| CTSISGDLHILPVAFRGDSFTHTLPLDPKELDILKTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVGLNITSLGLRSLKEISDGDVIISGNRKLCYANTINWKKLFGTSSQKTKIINNKDEKACKAIGHVCHPLCS   900
gi|119920730|ref|XP_592211.3| CTSISGDLHILPVAFRGDSFTRTAPLDPKELDILRTVKEITGFLLIQAWPENRTDLHAFENLEIIRGRTKQHGQFSLAVVGLDITSLGLRSLKEISDGDVIISGNRNLCYADTIRWKKLFGTSTQKTKILNNRSEKQCKAAGHICHPLCS   900
gi|35903183|ref|NP_919405.1| CTKISGNVAILSTTFRGDPHTNTSGLDPAKLSVLSTVKEITGYLMIQLWPESMQSLSAFENLEVIRGRTKTQGTYSFAVTKTAITHLGMRSLREISDGDVSIVKNKNLCYSSPEHWKRLFKSKQQSVKMIENMDAATCANQNSTCNEMCT   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                  .:***** *  *..*.: ***:.** .**:*:*****:  *. *::*.****    . **.* **..*  **:* ******: ** *: **:.**:**::*  .:*  ** *** ** **                  *         . 
gi|29725609|ref|NP_005219.2| PEGCWGPEPRDCVSCRNVSRGRECVDKCNLLEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGCTGPG-----------------LEGCPT--NGPK  1050
gi|114613403|ref|XP_001156495.1| PEGCWGPEPRDCVSCRNVSRGRECVDKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGCFGPHSHASMPRPWNLSATSPFLVPPLH--SRPK  1050
gi|46560582|ref|NP_997538.1| SEGCWGPEPRDCVSCQNVSRGRECVEKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAHYIDGPHCVKTCPAGIMGENNTLVWKYADANNVCHLCHANCTYGCAGPG-----------------LQGCEVWPSGPK  1050
gi|25742617|ref|NP_113695.1| SEGCWGPEPTDCVSCQNVSRGRECVDKCNILEGEPREFVENSECIQCHPECLPQTMNITCTGRGPDNCIKCAHYVDGPHCVKTCPSGIMGENNTLVWKFADANNVCHLCHANCTYGCAGPG-----------------LKGCQQ-PEGPK  1050
gi|73981874|ref|XP_533073.2| SEGCWGPGPRDCVSCRNVSRGKECVEKCNILEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDSCIKCAHYIDGPHCVKTCPAGIMGENNTLVWKFSDGSRMCHLCHPNCTYGCEGPG-----------------LEGCAK--PGPK  1050
gi|119920730|ref|XP_592211.3| SEGCWGPGPKYCMSCQNFSRGKECVGKCNILEGEPREFVENSECVQCHPECLPQAMNVTCTGRGPGNCVKCAHYIDGPHCVKTCPAGVAGENGTLIWKFADANHVCLLCHPNCTYGCEGPG-----------------LEGCPQ--KGPK  1050
gi|35903183|ref|NP_919405.1| ADGCWGPGPTMCFGCEHYSRGKHCVASCNLLNGEPREYEVNKTCMECDPECLLMNETQTCNGPGPDKCTVCANYKDGPHCVHRCPQGVPGEKDTLIWKYADVTHVCQPCHENCTQGCTGPD-----------------LKDCKD-FKSSG  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  :* **:*:**.** .:::**.:.:::***:: **************************** ***********:***********:****:****:******** *************:*********::*********************
gi|29725609|ref|NP_005219.2| IPSIATGMVGALLLLLVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|114613403|ref|XP_001156495.1| IPSIATGMVGALLLLLVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|46560582|ref|NP_997538.1| IPSIATGIVGGLLFIVVVALGIGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQAHLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|25742617|ref|NP_113695.1| IPSIATGIVGGLLFIVVVALGIGLFMRRRQLVRKRTLRRLLQERELVEPLTPSGEAPNQAHLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|73981874|ref|XP_533073.2| IPSIATGIVGGLLLVVVVALGVGLFLRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|119920730|ref|XP_592211.3| IPSIATGIVGGLLLVVVLALSVGLFMRRRHIVRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKVKVLGSGAFGTVYKGLWIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQL  1200
gi|35903183|ref|NP_919405.1| LPMIAAGVVGGLLAFVILALGVAVLLRRRHIRRKRTLRRLLQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVHKGLWVPEGENVKIPVAIKVLREATSPKANKEIMDEAYVMASVEHPHVCRLLGICLTSTVQLITQL  1200
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                  **:*********:**.:***:****************:*:******************************.*:******:********::**** ** ****..***************:*********:*: :****************
gi|29725609|ref|NP_005219.2| MPFGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID  1350
gi|114613403|ref|XP_001156495.1| MPFGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWITLESILHRIYTHQKKVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID  1350
gi|46560582|ref|NP_997538.1| MPYGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASDISSILEKGERLPQPPICTID  1350
gi|25742617|ref|NP_113695.1| MPYGCLLDYVREHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTID  1350
gi|73981874|ref|XP_533073.2| MPFGCLLDYVREHKDNIGSQHLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISTILEKGERLPQPPICTID  1350
gi|119920730|ref|XP_592211.3| MPFGCLLDYVREHKDNVGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKVPIKWMALESILHRIYTHQSDVWSYGVTVWELMTFGSKPYDGIPASEISTVLEKGERLPQPPICTID  1350
gi|35903183|ref|NP_919405.1| MPYGCLLDYVRENKDRIGSQHLLNWCVQIAKGMNYLEERHLVHRDLAARNVLVKTPQHVKITDFGLAKLLNADEKEYHADGGKVPIKWMALESIQHRTYTHQSDVWSYGVTVWELMTFGTKPYDGIPASEIAGVLEKGERLPQPPICTID  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                  *************:***:***** **:******.********:*******:**:***:**.  ::::.*******:*::.** **:**** ** *:* .*.  .  . : **     ::*:::: ** .***  . *.     * *.* *
gi|29725609|ref|NP_005219.2| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMDDVVDADEYLIPQQGFFSSPSTSRTPLLSSLSATSNNSTVACIDRNGLQSCPIKEDSFLQRYSSDPTGALTEDSIDDTFLPVPEY  1500
gi|114613403|ref|XP_001156495.1| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMDDVVDADEYLIPQQGFFSSPSTSRTPLLSSLSATSNNSTMACIDRNGLQSCPIKEDSFLQRYSSDPTGALTEDSIDDTFLPVPEY  1500
gi|46560582|ref|NP_997538.1| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLIPQQGFFNSPSTSRTPLLSSLSATSNNSTVACINRNG--SCRVKEDAFLQRYSSDPTGAVTEDNIDDAFLPVPEY  1500
gi|25742617|ref|NP_113695.1| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMEEEDMEDVVDADEYLIPQQGFFNSPSTSRTPLLSSLSANSNSSTVACINRNG--SCRVKEDAFLQRYSSDPTSVLTEDNIDDTFLPVPEY  1500
gi|73981874|ref|XP_533073.2| VYMIMVKCWMIDADSRPKFRELIIEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLIPQQGFFHSPSTSRTPLLSSLSATSNSSNVACIDRNG--TCPLKEDSFLQRYSSDPTGTLTEDNIDDTFLPAPEY  1500
gi|119920730|ref|XP_592211.3| VYMIMVKCWMIDADSRPKFRELILEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMEDVVDADEYLVPQQGFFHSPTTSRTPLLSSLSTSSNTPTVTCVDRNG--SYPLKEDSFLQRYSSDPTGALIEDSMDDTFLPVPEY  1500
gi|35903183|ref|NP_919405.1| VYMIMVKCWMIDAESRPRFRELIAEFTKMARDPSRYLVIQGDDRMHLPSPSDSKFYRSLMSG-ELDEAVDADEYLVPNHSFFSSPSTSRTQLLHSVSLNSSFGNCNSRNGNG---YPVRENSMVLRYIPDPTERFQEG----DFQPAPGY  1500
                         ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                     .  ::  .*: ****: **  *.           ..     : ::   *:.:   :: .     . .  :*:******* * * * *.:   : .:*:* :*:            
gi|29725609|ref|NP_005219.2| INQSVPKRPAGSVQNPVYHNQPLNPAPSRDPHYQDPHSTAVGNPEYLNTVQPTCVNSTFDSPAHWAQKGSHQISLDNPDYQQDFFPKEAKPNGIFKGSTAENAEYLRVAPQSSEFIGA  1618
gi|114613403|ref|XP_001156495.1| INQSVPKRPAGSVQNPVYHNQPLNPTPSRDPHYQDPHSTAVGNPEYLNTVQPTCVNSTFDSPAHWAQKGSHQISLDNPDYQQDFFPKEAKPNGIFKGSTAENAEYLRVAPQSSEFIGA  1618
gi|46560582|ref|NP_997538.1| VNQSVPKRPAGSVQNPVYHNQPLHPAPGRDLHYQNPHSNAVGNPEYLNTAQPTCLSSGFNSPALWIQKGSHQMSLDNPDYQQDFFPKETKPNGIFKGPTAENAEYLRVAPPSSEFIGA  1618
gi|25742617|ref|NP_113695.1| INQSVPKRPAGSVQNPVYHNQPLHPAPGRDLHYQNPHSNAVSNPEYLNTAQPTCLSSGFDSSALWIQKGSHQMSLDNPDYQQDFFPKEAKPNGIFKGPTAENAEYLRVAPPSSEFSGA  1618
gi|73981874|ref|XP_533073.2| INQSVPKRPAGSVQNPVYHNQPLNPAPARDPHYQNPHSNAVDNPEYLN-THPTCVNSVLDRPSLWTQEANHQISLDNPDYQQDFFPKEAKSNGIFKGPAAENADYLRVAPPSSEFIGA  1618
gi|119920730|ref|XP_592211.3| VNQSVPKRPAGSVQNPVYHNQPLYPAPGRDPQYQNSLSNAVDNPEYLNTTHPACINGVLDGPALWAQKGSHQFSLDNPDYQQAFFPKEAKSNGIFKGPAAENAEYLRAAPAGSDFTGA  1618
gi|35903183|ref|NP_919405.1| N--EYMNQNESSMINPVYQ-QPHGPPRTLLHSSPALDETEEEYLNCFKSPAPASVVEYLNTSHTQLLSTKPFFSMDNPDYQQDFCPLELKTHTNGHLPAAQNQEYMGLEVH-------  1618
                         ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610........


