
                                                                                                    .  . *:             .       .                                            .       : .
gi|9966881|ref|NP_065134.1| MDRSGFGEISSPVIREAEVTRTARKQSAQKRVLLQASQDENFGNTTPRNQVIPRTPSSFRQPFTPTS-RSLLRQPDISCILGTGG-KSPRLTQSSGFFGNLSMVTN---LDDSNWAAAFSSQRSGLFTNTEPHSITEDVTISAVMLREDD   150
gi|114645746|ref|XP_001153762.1| MDRSGFGDISSPVIREAEVTRTARKQSAQKRVLLQASQDENFGNTTPRNQVIPRTPSSFRQPFTPTS-RSLLRQPDISCILGTGG-KSPRLTQSSGFFGNLSMVTN---LDDSNWAAAFSSQRSGLFTNTEPHSITEDVTISAVMLREDD   150
gi|194666970|ref|XP_581000.4| MDRSGFGEMSSPVIREAEVTRTARKQSAQKRALLRAAQDEIFSNTTPRNQVMPRTPSSFRQPFTPPS-RSLLRQPDISCILATGG-RSPWLTQSSGFLGNLSMVTN---LDDSNWATAFSSQRAGLFTNAEPHSVTEDVTLSAVMLREDD   150
gi|29789351|ref|NP_598771.1| MDRSGFGGMSSPVIRDAEVTRTARKHSAHKRVLIQANQEDNFGTATPRSQIIPRTPSSFRQPFVTPSSRSLLRHPDISYILGTEG-RSPRHTQSSGYLGNLSMVTN---LDDSNWAAAFSSQRLGLYTNTEHHSMTEDVNLSTVMLREDD   150
gi|16758682|ref|NP_446282.1| MDRSGFGGMSSPVIRDPEVTRTARKHSAHKRVLIQANQDENFGTTTPRSQIIPRTPSSFRQPFTPPS-RSLLRHPDISYIFGTEG-RSPRHIQSSGYLGNLSMVTN---LDDSNWAAAFSSQRLGFYTNTEHHSMTEDINLSTVMLREDD   150
gi|118082405|ref|XP_416082.2| --------------------MTAR----------------EVKNTHGQNQVIS--PSAFCLPVTALS-RSSLKQTDISTILGAAG-KSPLILQNSGLLGNQSMVRQLEHLDESNWTAMLSPQQTGMFANLD---LTEDVTTSAVLLREDD   150
gi|71834480|ref|NP_001025338.1| MEWS--QTWLSPVVRDAEVTRAARRKSSHKKVAFPLAQDDSPGTSTTPARPLLRQTPGPRLKQTFTP-RSALRNPDVSAILGTSGSRTPRFVNTPRTKGGLSMNLD-----DSDWTNSLYPSPLSGIVDTS---FTDDVSMSALMLKEDD   150
gi|19921114|ref|NP_609446.1| ---------------------------------------------------------MADSPFPRSSRSGLLRTTLNSSMPPQNLSHSLLILEKSNAEQN-------------------------------------ELSLMEDTGDDLD   150
gi|158301761|ref|XP_001238474.2| ------------------------------------------------MNKLERTLQLLDESTVQSP-SGLLRSKDSVRYLQQQAREEQRQLGASGLG----------------------------------------ESMMLDSVQDVG   150
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gi|9966881|ref|NP_065134.1| PGEAASMSMFSDFLQSFLKHSS-STVFDLVEEYENICGSQVNILSKIVSRATPG-LQKFSKTASMLWLLQQEMVTWRLLASLYRDRIQSALE---EESVFAVTAVNASEKTVVEALFQRDSLVRQSQLVVDWLESIAKDEIGEFSDNIEF   300
gi|114645746|ref|XP_001153762.1| PGEAASVSMFSDFLQSFLKHSS-STVFDLVEEYENICGSQVNILSKIVSRATPG-LQKFSKTASMLWLLQQEMVTWRLLASLYRDRIQSALE---EESVFAVTALNASEKTVVEALFQRDSLVRQSQLVVDWLESIAKDEIGEFSDNIEF   300
gi|194666970|ref|XP_581000.4| PGEAASMSMFSDFLQSFLKHSS-TTVFDLVEEYENICSSQVNILNKIVSRATPG-LQKFSKTASMLWLLQQEMVTWRLLASLYRDRIQCALE---DESMFAITALNASEKAVVEALFQRDSLVRQSQLVVDWLESIAKDEIGDFSDNIEF   300
gi|29789351|ref|NP_598771.1| PGEAASMSMFSDFLHSFLKHSS-TTVFDLVEEYENICGSQVNILSKIVSRATPG-LQKFSKTASMLWLLQQEMVTWRLLASLYRDRIQSSLE---EENMFAIAGINASEKMVVETLFQRDSLVRQSQLVVDWLESIAKDEIGEFSDNIEF   300
gi|16758682|ref|NP_446282.1| PGEAASMSMFSDFLQSFLKHSS-TTVFDLVEEYENICASQVNILSKIVSRATRWDWQKFSKTASMLWLLQQEMVTWRLLASLYRDRIQSSLE---EENMFAIAGINASEKTVVEALFQRDSLVRQSQLVVDWLESIAKDEIGDFSDNIEF   300
gi|118082405|ref|XP_416082.2| PGEAATMSMYSDFLQSFLKHTS-TTIFDLVDEYESICNNQVNILGKIVYRATPG-QQKFSKTASVLWLLKQEMVTWRLLSSLYRDRIQSALE---DETAFDITVLNASEKTSVDNLFQKDALVRQSQLVVDWLESIAKDEIGNFSDNIEF   300
gi|71834480|ref|NP_001025338.1| PGEAASLGLFPEFLESYLRHAS-TAVFDLLEEYEALCQDKVSVLQKLVLRSAPG-QQKSSKTVSITWLLQQEMVTWRLITSLYRDRVQTVLE---EDIMMDITMPSESEKAVMEQFFQKDSMVRQSQLVVDWLESIAKDDIGDFSDNIEY   300
gi|19921114|ref|NP_609446.1| RGKSRMDVLFPQFFDVLQAQGNGQEAFEVIQSLTQVCRGVVEQLELEIDHGMGGEQGARQRESMLTWLR-QEINTWRLLHALFYDRILLQTDRQADDEMQDGPTLGGSEKEVIQQLYALNATLREYQLVVDWLEACYDRGE--QQNPLHA   300
gi|158301761|ref|XP_001238474.2| LYRT---QLCEEFLQVLQRYSNASDVFEATEELVKSLDDTLVQLNNASKQLLPTGR-ERRLHAEEMWLN-AERDTWRLMICLYRDRLITQKQ---DSEMDDLPLVN-SEQTIISHLYGGNANLREYQIIVDWLEQMALRQQ--QTELGHY   300
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gi|9966881|ref|NP_065134.1| YAKSVYWENTLHTLKQRQLTSYVGSVRPLVTELDPDAPIRQKMPLDDLDREDEVRLLKYLFTLIRAGMTEEAQRLCKRCGQAWRAATLEGWKLYHDP---NVNGGT-ELEPVEGNPYRRIWKISCWRMAEDELFNRYERAIYAALSGNLK   450
gi|114645746|ref|XP_001153762.1| YAKSVYWENTLHTLKQRQLTSYVGSVRPLVTELDPDAPIRQKMPLDDLDREDEVRLLKYLFTLIRAGMTEEAQRLCKRCGQAWRAATLEGWKLYHDP---NVNGGT-ELEPVEGNPYRRIWKISCWRMAEDELFNRYERAIYAALSGNLK   450
gi|194666970|ref|XP_581000.4| YAKSVYWENTLHTLKQRQLSSYIGSVRPLVTELH-----------TYFFGTALVIWPTIFFLFLKA------QRLCKRCGQAWRAATLEGWKLYHDP---NVNGGT-ELEPVEGNPYRCIWKISCWRMAEDELFNRYERAIYAALSGNLK   450
gi|29789351|ref|NP_598771.1| YAKSVYWENTLHSLKQRQLLSHMGSTRPLVTELDPDAPIRQKLPLDDLDREDEVRLLKYLFTLIRAGMTEEAQRLCKRCGQAWRAATLEGWKLYHDP---NVNGGT-ELEPVEGNPYRRIWKISCWRMAEDELFNKYERAIYAALSGNLK   450
gi|16758682|ref|NP_446282.1| YAKSVYWENTLHSLKQRQLLSYIGSTRPLVTELDPDAPIRQKMPLDDLDREDEVRLLKYLFTLIRAGMTEEAQRLCKRCGQAWRAATLEGWKLHHDP---NVNGGT-ELEPVEGNPYRRIWKISCWRMAEDELFNKYERAIYAALSGNLK   450
gi|118082405|ref|XP_416082.2| YAKSVYWENTLHILKQRQLSTYIGSSRPLVTELDPDAPIRQKLPLDDLDREDDARLLKYLFTLIRAGMTDEAQRLCKRCGQAWRAATLEGWKLYHDP---NINGGN-EVQPVEGNPYRCIWKICCWRMAEEEQFNRYERAIYAALSGNLK   450
gi|71834480|ref|NP_001025338.1| YAKSVYWENTLHTLKLRRNQSSGGLSRPLVTELDPDAPIRQKRPLADLDREDDSRLLKNLFNLIRAGMTDEAQRLCKRCGQAWRAATLEGWKLYHDP---NINGGGGELQPVEGNPHRSVWKVCCWRMAEEEQFNKYERAIYAALSGNLK   450
gi|19921114|ref|NP_609446.1| HDRMMAWENTLFQLENLQ-GAAFGKGHKIVTRLDPDAPVREKRPLHALDEEDNLRLSRAIFELIRAGRVDDGLKLCKHFGQTWRAAILEGWRLHEDPNFEQNVSVLHEKLPIEGNPRRDIWKRCAWMLADSKNYDEYSRATAGVFSGHLG   450
gi|158301761|ref|XP_001238474.2| MNRTVAWENTLHQLLEVG-QTAFGSGRALVKGLDPDAPIREKLPLHDLDMEDQTQLAKQVFRAIRQGRLKEAQIKCENYGQAWKAALLEGWRLHHDPNYDR-ENVSLAREPIEGNPRRDLWKKFAWQMAESRMLDPYTKATIGSLCGHLD   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                      :   . *.* :**:::. :*  **.**            :*  :   . :  ::*: ::. ..  :    :.   ::*:.::*.    *:  .  *:         : ***::*:::* * :*   :*     ::  *:. :    
gi|9966881|ref|NP_065134.1| --QLLPVCDTWEDTVWAYFRVMVDSLVEQEIQTSVATLDETEELPREYLGANWTLEKVFEELQATDKKRVLEENQEHYHIVQKFLILGDIDGLMDEFSKWLSKSRNNLPGHLLRFMTHLILFFRTLGLQTKEEVSIEVLKTYIQLLIREK   600
gi|114645746|ref|XP_001153762.1| --QLLPVCDTWEDTVWAYFRVMVDSLVEQEIQTSVATLDETEELPREYLEANWTLAKVFEELQATDKKRVLEENQEHYHIVQKFLILGDIDGLMDEFSKWLSKSRNNLPGHLLRFMTHLILFFRTLGQQTKEEVSIEVLKTYIQLLIREK   600
gi|194666970|ref|XP_581000.4| --QLLPVCDSWEDTVWAYFRVMVDSLVEQEIRTSVMTLDETEELPREYLEANWTLEKVFEELQATDKKRVLEENQEHYHIVQKFLILGDIDGLMDEFSKWLSKSRNSLPGHLLRFMTHLILFFRTLGLQTKEEISIDVLKTYIQLLINEK   600
gi|29789351|ref|NP_598771.1| --QLLPVCDTWEDTVWAYFRVMVDSLVEQEIRTSVMTQDDSEELPREYMEANWTLEKVFEELQATDKKRVLEENQEHYHIVQKFLILGDVDGLMDEFSKWLSKSGSSLPGHLLRFMTHLILFLRTLGLQTKEEVSIEVLKTYIQLLISEK   600
gi|16758682|ref|NP_446282.1| --QLLPVCDTWEDTVWAYFRVMVDSLVEQEIRTSVMTLDETEELPREYMEANWTLEKVFEELQATDKKRVLEENQEHYHVVQKFLILGDIDGLMDEFSKWLSKSRSSLPGHLLRFMTHLILFFRTLGLQTKEEVSIEVLKTYIQLLINEK   600
gi|118082405|ref|XP_416082.2| --QLLPVCDTWEDTVWAYFRVMVDTLVEQEIRTSVVTTEEVEELPREYLETNWTTERVFEELQATDKKRVIEENQEHYRVIQKFIILGDVDGLMEEFSRWLSKDRSVLPGHLLRFMTHLILFFRTLGLQTKEEVSVEVLKTYIQRMISEK   600
gi|71834480|ref|NP_001025338.1| --QLLPVCESWEDTVWAYFRVMVDTLVEQEICSSGLGSEELEELPRDFLETNWTLEKVFEEIQATESKRVLDATKEHYHVIQKFVILGDLDGLLEEFSDWLGRN-TPLPAHLLRFMSHLVLFYRSLGMQLKEEVCVDVLKAYISLLVKEK   600
gi|19921114|ref|NP_609446.1| SLKTLLHSN-WHDLLWAHLKVQIDIRVESEIRGCCLKN--YQPMPDDYWNGRMTMEQIFEELNVAKDASVRDFAQSQLGIIQRHLILDTCGELIQHMVRWVEKDTSQQSPHQLRFMAHIVLFLRQIGRVEQERQAEKIVAAYVEALIARG   600
gi|158301761|ref|XP_001238474.2| SMVEVLSEHSWNDMLWAYLKAQIDIRVESEIRSHCVKS--YLPMPDRYWNGKMSLEQIFDALEAHKNARISLAAKDVDKVIQKYIMLDDIPELMRTVDGWLEGTEVVLIPQMLRFLTHFVMFLRQIGKTFQEDIGDRVVKRYVEYLSTLG   600
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gi|9966881|ref|NP_065134.1| HTNLIAFYTCHLPQDLAVAQYALFLESVTEFEQRHHCLELAKEADLDVATITKTVVENIRKKDNGEFSHHDLAPALDTGTTEEDRLKIDVIDWLVFDPAQRAEALKQGNAIMRKFLASKKHEAAKEVFVKIPQDSIAEIYNQCEEQGMES   750
gi|114645746|ref|XP_001153762.1| HTNLIAFYTCHLPQDLAVAQYALFLESVTEFEQRHHCLELAKEADLDVATITKTVVENIRKKDNGEFSHHDLAPALDTGTTEEDRLKIDVIDWLVFDPAQRAEALKQGNAIMRKFLASKKHEAAKEVFVKIPQDSIAEICNQWEEQGMES   750
gi|194666970|ref|XP_581000.4| HTNLIAFYTCHLPQDLAVAQYALFLEGVTEFEQRHHCLELAKEADLDIAAITKTVVENIRKKDDGEFSHHDLSPALDTGTTEEDRLKIDVIDWLVFDPAQRAEALKQGNAIMRKFLASKKHEAAKEVFVKIPQDSIAEIYNQWEEQGMDS   750
gi|29789351|ref|NP_598771.1| HTSLIAFYTCHLPQDLAVAQYALFLEGVTEFEQRHQCLELAKEADLDVATITKTVVENICKKDNGEFSHHDLAPSLDTGTTEEDRLKIDVIDWLVFDPAQRAEALRQGNAIMRKFLALKKHEAAKEVFVKIPQDSIAEIYNQWEEQGMES   750
gi|16758682|ref|NP_446282.1| HTNLIAFYTCHLPQDLAVAQYALFLEGVTECEQRHQCLELAKEADLDVATITKTVVENIRKKDNGEFSHHDLAPSLDTATTEEDRLKIDVIDWLVFDPAQRAEALRQGNAIMRKFLALKKHEAAKEVFVKIPQDSIAEIYNQWEEQGMES   750
gi|118082405|ref|XP_416082.2| HTDLIAFYVSHLPPELAVVQYALFLEDVTESDQRHHCLELAKEAGLDVAAITKTVVENIRKKDAGDFSHHDHM--LDTGTTEADRLKIDVIDWLVFDPAQRAEALKQSNAIMRKFLASKKHEAAKDVFVKIPQDSIAEIYNQWEEQGIEA   750
gi|71834480|ref|NP_001025338.1| QVELIAFYVSHLPADLAVSQYAQFLEEVTETEQRKHCLELATQAGLEVAAITKTVVETIRERDTDEFSHHDLTPALDTATTVEDQQKIDVIDWLVFDPAQRAEALKQSNAIMRKFLASKKHDAAKMVFAKVPEDSMREIYRQWEEQGMDT   750
gi|19921114|ref|NP_609446.1| EPQLIAYYTASLSNPLQVQLYSRFLEQVEQKRPRELAVDAALQAGLDVEQITRVTVQNIR---LAHQPLGEFGEPQSGEISAIDQRKISALEWLIHLPEQRGELLWQANAMIRTYLASSKVECMRQTFRMVPADIVQQLVSLY---GSVD   750
gi|158301761|ref|XP_001238474.2| SAHMVAFYTAALPPAMQLLLYSQFLQTISDSQQRKQALEQAYNFGLDVPTITVYTVEWYR---ALEATEDELTPIASGRLTELDEQKISSLEWLTFYPDQRGELLWQSNTLIRYFLARRSIEAARKTFAVIPADTMELIFTHY---GSKD   750
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gi|9966881|ref|NP_065134.1| PLPAEDDNAIREHLCIRAYLEAHETFNEWFKHMNSVPQKPALIP----QPTFTEKVAHEHKEKKYEMDFGIWKGHLDALTADVKEKMYNVLLFVDGGWMVDVREDAKED-------HERTHQMVLLRKLCLPMLCFLLHTILHSTGQYQE   900
gi|114645746|ref|XP_001153762.1| PLPAEDDNAIREHLCIRAYLEAHETFNEWFKHMNSVPQKPTLIP----QPTFTEKVAHEHKEKKYEMDFGIWKGHLDALTADVKEKMYNVLLFVDGGWMVDVREDAEED-------HERTHQMVLLRKLCLPMLCFLLHTILHSTGQYQE   900
gi|194666970|ref|XP_581000.4| PLPAEDDNAIREHLCIRAYLEAHETFNEWFKHMNSAPQKPTLTT----QATFTEKVAHEHKEKKYEMDYGIWKGHLDALTADVKEKMYNVLLFVDGGWMVDVREDAEED-------HERIHQMVLLRKLCLPMLCFLLHTILHSTGQYQE   900
gi|29789351|ref|NP_598771.1| PLPAEDDNAIREHLCIRAYLEAHETFNEWFKHMNSAPQKPTLLS----QATFTEKVAYEHREKKYEMDHNIWKGHLDALTADVKEKMYNVLLFVDGGWMVDVREDAEDD-------PERTHQMVLLRKLCLPMLCFLLHTILHSTGQYQE   900
gi|16758682|ref|NP_446282.1| PLPAEDDNAIREHLCIRAYLEAHETFNERFKHMNSAPQKPTLLS----QATFTEKVAHEHKEKKYEMDHNIWKGHLDALTADVKEKMYNVLLFVDGGWMVDVREDAEED-------PERAHQMVLLRKLCLPMLCFLLHTILHSTGQYQE   900
gi|118082405|ref|XP_416082.2| SLPAEDDNAIREHLCIRAYLEAHEIFNKWFQHMNSAPQKPPLLP----QASFTEKVAHEHKEKKYEVDYGIWKSFLDGLTSDVKEKMYNVLLFVDGGWMVDVREDAEED-------PERTHQMILLRKLCLPMMCFLLHTVLHSTGQYQE   900
gi|71834480|ref|NP_001025338.1| PLPAEEENAIREHLCIRAYLEAHEAFNEWFKHMNCPPVKPTAPA----QAKFTEKVAHEMKEAEYKIELENWQGRLGALTEDVKERIYNVLLFVDGGWMVDVREDAEED-------SERSHQMTLLRRLCLPMMSFLLLTVLQRTERHQE   900
gi|19921114|ref|NP_609446.1| NIPPREECCLKEYLCYKAYLSGVDSFVEWNRLQQNRPKKPQTSHAASSQDNFTERMASERKEQAHRSEVVRWEHKVKEQAKQTIELLYNVLMFPDKGWLVDPFIAKLPENAVQLSWDHRLLQMEKLRSICIPEIALFLNEVMFKSGDFAG   900
gi|158301761|ref|XP_001238474.2| DIPCREEVSIREYLCYQTYLAAIQGYNDWCQLFYNGKPKPPP---AVKLSNFTERVTSEHREATYRKELSNWELRVAELTNVTRDLLYNVLLFPEAGWLVDTDTTKPPPDDDE-DWLHRAVQMENLRKLCIPEIVLLLHQLHTLTERYSE   900
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gi|9966881|ref|NP_065134.1| CLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQL-   953
gi|114645746|ref|XP_001153762.1| CLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQL-   953
gi|194666970|ref|XP_581000.4| CLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQS-   953
gi|29789351|ref|NP_598771.1| CLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQS-   953
gi|16758682|ref|NP_446282.1| CLQLADMVSSERHKLYLVFSKEELRKLLQKLRESSLMLLDQGLDPLGYEIQS-   953
gi|118082405|ref|XP_416082.2| CLRLADMVASERHKLYSVFSKEELRKFLQKLRESSLMLLDQDLDPLGYEIQS-   953
gi|71834480|ref|NP_001025338.1| SLRLADIIASDQHKLYEVFSKDELQKFLQKMRESSLLLLDKGLDPLGYEIQP-   953
gi|19921114|ref|NP_609446.1| CVRLADEISSENRQLYKVYTKHKLAELLAKIADASLELLNSKLDPWGYPITT-   953
gi|158301761|ref|XP_001238474.2| NLLLADVLSSETRKLYSVFPKHKLAETLIKIAESSLTLMNARKDPFVGDAAKK   953
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