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gi|32129201|ref|NP_859010.1| --------------------------MDWHSFRIAALLLT---------------SLVVLEVNSEFQIQVRDHNAKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQPVTYRISGVGIDQPPYGIFIINQKTGEI   109
gi|94404302|ref|XP_985787.1| --------------------------MDWHSFRIAALLLT---------------SLVVLEVNSEFQIQVRDHNAKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQPVTYRISGVGIDQPPYGIFIINQKTGEI   109
gi|109506351|ref|XP_214616.4| --------------------------MDWHSFRRAALLLA---------------FLVVLEVNSEFQIQVRDHNAKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQPVTYRISGVGIDQPPYGIFIINQKTGEI   109
gi|119703744|ref|NP_001933.2| --------------------------MDWSFFRVVAMLFI---------------FLVVVEVNSEFRIQVRDYNTKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQQVTYRISGVGIDQPPYGIFVINQKTGEI   109
gi|114672670|ref|XP_523899.2| --------------------------MDWSFFRVVAVLFI---------------FLVVVEVNSEFRIQVRDYNTKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQQVTYRISGVGIDQPPYGIFVINQKTGEI   109
gi|50950135|ref|NP_001002939.1| --------------------------MNWHFLRTATVLLI---------------FLVVVEINSEFRIQVRDYNTKNGTIKWHSIRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQQVTYRISGVGIDQPPYGIFIINQKTGEI   109
gi|27881410|ref|NP_776470.1| --------------------------MNWPFFRAAVVLFI---------------FLVVLEVNSDFRIQVRDYNTKNGTIKWHSLRRQKREWIKFAAACREGEDNSKRNPIAKIHSDCAANQQVTYRISGVGIDQPPYGIFVINQKTGEI   109
gi|118086932|ref|XP_426082.2| MPGPGTALGHPARPRPPTCAAPSRLSASRPSCRAPAAPTVRRAAPGERPGGAPRRAQVLVDFSTGFHVEVKEWNG-NGTARWKTFRRQKREWIKFAAACREGEDNSKRNPIARIRSDCEENNPVTYSISGVGIDRAPYGIFVVNPRTGEI   149
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gi|32129201|ref|NP_859010.1| NITSIVDREVTPFFIIYCRALNAQ-GQDLENPLELRVRVMDINDNPPVFSMTTFLGQIEENSNANTLVMKLNATDADEPNNLNSMIAFKIIRQEPSDSPMFIINRKTGEIRTMNNFLDREQYSQYSLVVRGSDRDGGADGMSAESECSIT   258
gi|94404302|ref|XP_985787.1| NITSIVDREVTPFFIIYCRALNAQ-GQDLENPLELRVRVMDINDNPPVFSMTTFLGQIEENSNANTLVMKLNATDADEPNNLNSMIAFKIIRQEPSDSPMFIINRKTGEIRTMNNFLDREQYSQYSLVVRGSDRDGGADGMSAESECSIT   258
gi|109506351|ref|XP_214616.4| NITSIVDREVTPFFIIYCRALNAQ-GQDLENPLELRVRVMDINDNPPVFSMTTFLGQIEENSNANTLVMKLNATDADEPNNLNSLIAFKIVRQEPSEAPMFIINRKTGEIRTMNNFLDREQYSQYSLVVRGSDRDGGADGMSAECECSIS   258
gi|119703744|ref|NP_001933.2| NITSIVDREVTPFFIIYCRALNSM-GQDLERPLELRVRVLDINDNPPVFSMATFAGQIEENSNANTLVMILNATDADEPNNLNSKIAFKIIRQEPSDSPMFIINRNTGEIRTMNNFLDREQYGQYALAVRGSDRDGGADGMSAECECNIK   258
gi|114672670|ref|XP_523899.2| NITSIVDREVTPFFIIYCRALNSM-GQDLERPLELRVRVLDINDNPPVFSMATFAGQIEENSNANTLVMILNATDADEPNNLNSKIAFKIIRQEPSDSPMFIINRNTGEIRTMNNFLDREQYGQYALAVRGSDRDGGADGMSAECECKIK   258
gi|50950135|ref|NP_001002939.1| NITSIVDREITPFFIIYCRALNSL-GQDLERPLELRVRVLDINDNPPVFSMSTFVGQIEENSNANTLVMRLNATGADEPNNLNSKIAFKIIRQEPSDSPMFIINRNTGEIRTMNNFLDREQYSQYSLAVRGSDRDGGADGMSAECECNIK   258
gi|27881410|ref|NP_776470.1| NITSIVDREVTPFFIIYCRALNSL-GQDLEKPLELRVRVLDINDNPPVFSMSTFVGEIEENSNANTLVMVLNATDADEPNNLNSKIAFKIIRQEPSDSPMFIINRYTGEIRTMNNFLDREQYGQYSLAVRGSDRDGGADGMSAECECNIK   258
gi|118086932|ref|XP_426082.2| NITSIVDREVTPVFVIRCFAKHSVTGMDLEPPLELRVRVLDINDNPPIFAQSVFTGAVEECSMDNTLVMKIIASDADEPNHLNSKIAFKIESQEPSGQPMFIMNKYTGELHLAN-YLDREQHSSYTLVVKASDRDGAADGISSLCNCHVK   298
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gi|32129201|ref|NP_859010.1| ILDVNDNIPYLEQSSYDIEIEENALHSQLVQIRVIDLDEEFSDNWKAIIFFISGNEGNWFEIEMNERTNVGTLKVVKPLDYEAMKNLQLSIGVRNVAEFHQSIISQYRLTATMVTVTVLNVIEGSVFRPGSKTFVVDSRMEANHRVGEFV   408
gi|94404302|ref|XP_985787.1| ILDVNDNIPYLEQSSYDITIEENALHSQLVQIRVIDLDEEFSDNWKAIIFFISGNEGNWFEIEMNERTNVGTLKVVKPLDYEAMKNLQLSIGVRNVAEFHQSIISQYRLTATMVTVTVLNVIEGSVFRPGSKTFVVDSRMEANHRVGEFV   408
gi|109506351|ref|XP_214616.4| ILDVNDNIPYLDQSSYDIKIEENALHSNLQQFRVIDLDEEYSDNWKAVIFFVTGNEGNWFEIEMNERTNVGTLKVVKPLDYEAMQKLQLSIGVRNVAEFHQSILSQYTLTVTMITVKVLNVVEGSVFRPGSKTFVVHSRMDANYRVGEFT   408
gi|119703744|ref|NP_001933.2| ILDVNDNIPYMEQSSYTIEIQENTLNSNLLEIRVIDLDEEFSANWMAVIFFISGNEGNWFEIEMNERTNVGILKVVKPLDYEAMQSLQLSIGVRNKAEFHHSIMSQYKLKASAISVTVLNVIEGPVFRPGSKTYVVTGNMGSNDKVGDFV   408
gi|114672670|ref|XP_523899.2| ILDVNDNIPYMEQSSYTIEIQENTLNSNLLEIRVIDLDEEFSANWMAVIFFISGNEGNWFEIEMNERTNVGILKVVKPLDYEAMQNLQLSIGVRNKAEFHHSIMSQYKLKASAISVTVLNVIEGPVFRPGSKTYVVTGNMGSNDKVGDFV   408
gi|50950135|ref|NP_001002939.1| ILDVNDNIPYMEPSSHMVRIEENALSQNLVEIRVIDLDEEFSANWMAVIFFISGNEGGWFDIEMNERTNVGILKVIKPLDYEAVQNLQLSLGVRNKADFHHSIMSQYKVTATAISVTVLNVIEGSVFRPGSKTYVVRSDMGQNYKVGDFV   408
gi|27881410|ref|NP_776470.1| ILDVNDNIPYMELPTQSISIEENSLNSNLLQIRVIDLDEEFSANWMAVIFFISGNEGNWFEIEMNERTNVGTLKVVKPLDFEAMNNLQLSLGVRNKAEFHQSIMSQYKLTATAISVTVLNVVEGSVFRPGSKTFVVNSNMGQNYKIGEYV   408
gi|118086932|ref|XP_426082.2| VIDVNDNFPTLAQSSFSASISENSLSSEILRIQALDADEEFSDNWLAEFFFISGNEDNYFEIVTDPATNQGILRVIKELNYEHIPTHSLSIGVRNKAEFHHSVISQYQVFGTPLTIEVKNVIEPPRFNPSAIILSVPQRTRVNYVVGTYT   448
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gi|32129201|ref|NP_859010.1| ATDLDTGRASTNVRYEMGNNPENLLVVDSRTGIITLRNRVTMEQYQRLNGEYKGTVLSIDDSLQR-TCTGTIVIELSGT-----------------------------------------------------------------------   486
gi|94404302|ref|XP_985787.1| ATDLDTGRASTNVRYEMGNNPENLLVVDSRTGIITLRNRVTMEQYQRLNGEYKGTVLSIDDSLQR-TCTGTIVIELSGT-----------------------------------------------------------------------   486
gi|109506351|ref|XP_214616.4| ATDLDTGMTSTNVRYVMGNNPEGLLVVDSKTGIITLRNRVTMEQYQRLNGRYEGTMLSIDDSLQR-TCTGTIIIELDGT-----------------------------------------------------------------------   486
gi|119703744|ref|NP_001933.2| ATDLDTGRPSTTVRYVMGNNPADLLAVDSRTGKLTLKNKVTKEQYNMLGGKYQGTILSIDDNLQR-TCTGTININIQSF-----------------------------------------------------------------------   486
gi|114672670|ref|XP_523899.2| ATDLDTGRPSTTVRYVMGNNPADLLAVDSRTGKLTLKNKVTREQYNMLGGKYQGTILSIDDNLQR-TCTGTININIQSF-----------------------------------------------------------------------   486
gi|50950135|ref|NP_001002939.1| ATDLDTGLASTTVRYVMGNNPANLLNVDSKTGVITLRNKVTMEQYEMLNGKYQGTILSIDDALQR-TCTGTINIDLQGS-----------------------------------------------------------------------   486
gi|27881410|ref|NP_776470.1| AWDLDANRPSTTVRYVMGRNPTDLLAIDSKTAIITLRNKVTMEQYKILGGKYQGTILSIDDALQR-TCTGTIVINLENG-----------------------------------------------------------------------   486
gi|118086932|ref|XP_426082.2| AFDEDTGTTANNVIYTIGRDPGAWFKINKNTGEITLSKVIDWESSYVMNGQYTAEVLAVTKGTPRYTATGTIVLTMQDTRDNCPAINTELRKVCMHSPSVIITAKSINDQYALPFTFSIHGEPQTTWIIRSINASSAELVNQNMDFYLYK   598
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gi|32129201|ref|NP_859010.1| ---------------------------------------------------------GWVPGSDGGGSSSGSGGNRDPVTNGYQGTSTVGPQRVTGSGGVTSSGGGSGVNNTPGRQNPLDEPEPEPFD------------------ITED   561
gi|94404302|ref|XP_985787.1| ---------------------------------------------------------GWVTGSESGGSS------RDPDE-------------------------------------TLETP------------------------LYGD   512
gi|109506351|ref|XP_214616.4| ---------------------------------------------------------GWETGGGGGGGGGGDG--GGQVTNGYKDTSTEEPQR---------------------TTLTRDIDNTDTYQ------------------ADED   538
gi|119703744|ref|NP_001933.2| ---------------------------------------------------------GND-DRTNTEPNTKITTNTGRQESTSSTNYDTSTTSTDS------------------SQVYSSEPGNGAKD------------------LLSD   542
gi|114672670|ref|XP_523899.2| ---------------------------------------------------------DKD-DRTNTESNTEITTNTGRQESTSSTNYDTSTISTVS------------------SQVFTPAPGNGVR-------------------ELSD   541
gi|50950135|ref|NP_001002939.1| ---------------------------------------------------------GWEKDSEKVTSSQNSGSSTGDSSGGTGGGGRENPSEGDT------------------TTNTGGKTSTDYEDGETQTQSNNNHQELGS-NNLSD   560
gi|27881410|ref|NP_776470.1| ---------------------------------------------------------GWKTERPNVNGSTTS--AYGLTSGGVTTNGYTTGGGVGT------------------VTFAVGTNGYGVGTGVYQP--------------LRD   545
gi|118086932|ref|XP_426082.2| ISIRVRDSQGRTCLQPYVIPLQACRCDSRNYCSSGATKIVIIGGGGAGGGGAGGGGAGGGAGGAGGAGGGGTGGAGGGGAGGGGAGGDGSQTGGGTGQDYGGTGYEGGGGSDSSTDSGTDTGGGSTNYDSYTGTSDYGRNEYPGGYALPA   748
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gi|32129201|ref|NP_859010.1| NVHFGPAGIGLLIMGFLVLGLVPFLL---ICCDCG--GAPGGGAGFEPVPECSDGAIHTWAIEGPQPEPHDGITTICVPQMPPGNANVIEYIDNSGVYTNEYCGREMQDLGGGERTTGFELMDGVKTSAAPEICQEYSGTLRRNSMRECR   706
gi|94404302|ref|XP_985787.1| NVHFGPAGIGLLIMGFLVLGLVPFLL---ICCDCG--GAPGGGAGFEPVPECSDGAIHTWAVEGPQPEPHEGITTICVPQMPPGNANVIEYIDNSGVYTNEYCGREMQDLGGGERTTGFELMDGVKTSAAPEICQEYSGTLRRNSMRECR   657
gi|109506351|ref|XP_214616.4| NVHLGPAGIGLLIMGFLVLGLVPFLL---ICCDCG--GAPGGGAGFEPVPECSDGAIHTWAVEGPQPEPHDGITTICVPQMPPGNANIIECIDNSGVYTNEYCGREMQDLGGGERTTGFELVDGVKTSAAPEICQEYSGTLRRNSMRECR   683
gi|119703744|ref|NP_001933.2| NVHFGPAGIGLLIMGFLVLGLVPFLM---ICCDCG--GAPRSAAGFEPVPECSDGAIHSWAVEGPQPEPRD-IT-TVIPQIPPDNANIIECIDNSGVYTNEYGGREMQDLGGGERMTGFELTEGVKTSGMPEICQEYSGTLRRNSMRECR   685
gi|114672670|ref|XP_523899.2| NVHFGPAGIGLLIMGFLVLGLVPFLM---ICCDCG--GAPRSAAGFEPVPECSDGAIHSWAVEGPQPEPRD-IT-TVIPQIPPDNANIIECIDNSGVYTNEYGGREMQDLGGGERMTGFELTEGVKTSGMPEICQEYSGTLRRNSMRECR   684
gi|50950135|ref|NP_001002939.1| NVHFGPAGIGLLIMGFLVLGLVPFLL---MCCDCG--GAPGAGAGFEPVPECSDGAIHSWAVEGPQPLPTD-ATTVCVPPIPSNNANVIECIDTSGVYTNEYGGREMQDLGGGERTTGFELTEGVKTSGVPEICQEYSGTLRRNSMRECR   704
gi|27881410|ref|NP_776470.1| NVHFGPAGIGLLIMGFLVLGLVPFLL---MCCDCG--GAPGGGAAFEPVPECSDGAIHSWAVEGAQADPGV-LANSAVPCIPVTNANVIEYVDNSGVYTNEYGAREMQDLGGGERTTGFELTDGVKMSGGPEICQEYPGTLRRNSMRECR   689
gi|118086932|ref|XP_426082.2| STTLSGSAIGLMFLGGLIFVLIPILMSMSDCCGCGPGAAAGVGTGFEPVPECTEGAIHPWGIEGAQPEDRD-----VSHILAPTTAAGGDFGEPSGGGVVASGVEETTGVGYG-TGTGYGTAGGISGTG------EAKGSVG-GTIKEYR   885
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gi|32129201|ref|NP_859010.1| DGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGVGSPAGSVGCCSFIGEDLDESFLDTLGPKFKKLADISLGKEIDSYPDPDSSWP------PQS-TEPMCP-QSTEPLGSGYPPISPHFGTTTVISENAYPSGPGVQHPLPI   848
gi|94404302|ref|XP_985787.1| DGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGVGSPAGSVGCCSFIGEDLDESFLDTLGPKFKKLADISLGKEIDSYPDSDPSWP------PQS-TEPMCP-QHTEPLGSGHPPISPHFGTTTVISENAYHSGPGVQHPVPI   799
gi|109506351|ref|XP_214616.4| DGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGAGSPTGSVGCCSFIGEDLDESFLDTLGPKFKKLADISLGKEIDSYPDPDPSWP------PQS-TEPICP-QRTEPLASGHPPISPHFGTTTVISENTYPSGPGIQHPMQI   825
gi|119703744|ref|NP_001933.2| EGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGVGSPAGSVGCCSFIGEDLDDSFLDTLGPKFKKLADISLGKESYP--DLDPSWP------PQS-TEPVCLPQETEPVVSGHPPISPHFGTTTVISESTYPSGPGVLHPKPI   826
gi|114672670|ref|XP_523899.2| EGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGVGSPAGSVGCCSFIGEDLDDSFLDTLGPKFKKLADISLGKESYP--DLDPSWP------PQS-TEPVCLPQETEPIVSGHPPISPHFGTTTVISESTYPSGPGVQHPKPI   825
gi|50950135|ref|NP_001002939.1| EGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGVGSPAGSVGCCSFIGEDLDDSFLDTLGPKFKKLADISLGKEVEP----DPSWP------PES-TEPICPQQGTEPIIGGHPPISPHFGTTTVISENTYPSGPGVQHPMPI   843
gi|27881410|ref|NP_776470.1| EGGLNMNFMESYFCQKAYAYADEDEGRPSNDCLLIYDIEGAGSPAGSVGCCSFIGEDLDDSFLDTLGPKFKKLADISLGKDVEPFPDSDPSWP------PKS-TEPVCPPQGTEPTGGGHPPISPRFGTTTVISENTYPSGPGVQHPTPI   832
gi|118086932|ref|XP_426082.2| EGGVNMAFLDNYFSEKAFVYADEDEGRPANDCLLIYDHEGIGTPVGSVGCCSFIGEDTDETYLETLGPKFKTLAEICLGKEIEPFPDANPPWPGINVTFPNSECDLNLPPPGTTILVNGSAPMAPPVGTTTVVTENTYTSASTVQPPRPM  1035
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gi|32129201|ref|NP_859010.1| PDPLGYGNVTVRESYATSGTLKPSVHFHDNQQASNVVVTERVVGPVPGADLHGMLEIPDLRDGTNVIVTERVIAPGSSLPTSLTIPNPRETSNVVVTERVIQPTSGMIGNLS-MTPELSSAQNVIVTERVVSGAGMSGIAG---------   988
gi|94404302|ref|XP_985787.1| PDPLGYGNVTVRESYTTSGTLKPSVHFHDNQQASNVVVTERVVGPISGADLHGMLEIPDLRGGANVIVTERVIAPGSSLPTSLTIPNPQETSNVVVTERVIQPTSGMIGNLS-MTPELSSAHNVIVTERVVSGAGMSEIAG---------   939
gi|109506351|ref|XP_214616.4| PDPLGYGNVTVRESYTTSGTLKPSVHFHDNRQASNVVVTERVVGPISGADLHGMLEIPDLRDGSNVIVTERVIAPGSSLPTSLTIPNPLETSNVVVTERVIQPTSGMIGNLS-MPPELSSAHNVIVTERVVSGAGVSGVTG---------   965
gi|119703744|ref|NP_001933.2| LDPLGYGNVTVTESYTTSDTLKPSVHVHDNRPASNVVVTERVVGPISGADLHGMLEMPDLRDGSNVIVTERVIAPSSSLPTSLTIHHPRESSNVVVTERVIQPTSGMIGSLS-MHPELANAHNVIVTERVVSGAGVTGISGTTGISGGIG   975
gi|114672670|ref|XP_523899.2| LDPLGYGNVTVTESYTTSDTLKPSVHIHDNRPASNVVVTERVVGPISGADLHGMLEMPDLRDGSNVIVTERVIAPSSSLPTSLTIHHPRESSNVVVTERVIQPTSGMIGSLS-MHPELANAHNVIVTERVVSGAGVTGISGTTGISGGIG   974
gi|50950135|ref|NP_001002939.1| PDPLGYGNVTVTESYTTSGTLKPTVHVHDNRHASNVVVTERVVGPISGTDLHGMLEMPDLRDGSNVIVTERVIAPSSSLPTSLTMPDPRESSNVVVTERVIRPASGMMGNLS-IHPELSNAQNVIVTERVVSGSGISGIS----------   982
gi|27881410|ref|NP_776470.1| PDPLGYGNVTVTESYTSSGTLKPSVHIHDNRHASNVVVTERVVGPISGADLQGMLEMPDLRDGSNVIVTERVIAPSSSLPTTLTIPDPRQSSNVVVTERVIQPTSGIVGNLS-MHPELSNTHNVIVTERVVSGSGITGSS----------   971
gi|118086932|ref|XP_426082.2| PDPLLHGNVTVTETYASG---SPSLCVDPLR-ASNVVVTERVVGPASASDLRGMLDIPDLADGSNVIVTERVIAPNSRLPASLSIPDLVDGSNVVVTERVFRPASGMPGSLINIPSELSNAHNVVVTERVVSGSGMSNLAG---------  1172
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gi|32129201|ref|NP_859010.1| -TAGLGGVGGIGSSGLVSTTMGAAGTGLN-MGGTATIGHMRSSSDHHFSQTIGSASPNMARSRITKYSTVQYSK-  1060
gi|94404302|ref|XP_985787.1| -TAGLGGVGGIGSSGLVSTTMGASGTGLN-MGGTATIGHMRSSSDHHFSQTVGSASPSMARSRITKYNTVQYSK-  1011
gi|109506351|ref|XP_214616.4| -TAGIGGVGGIGT--MSAGGVGDGGTGMS-MGGTATIGHMRSSSDHHFSQAVGSASPSMARSRITKYSTVQYTK-  1035
gi|119703744|ref|NP_001933.2| SSGLVGTSMGAGSGALSGAGISGGGIGLSSLGGTASIGHMRSSSDHHFNQTIGSASPSTARSRITKYSTVQYSK-  1049
gi|114672670|ref|XP_523899.2| SSGLVGTSMGAGGSALSGAGISGGGIGLSSLGGTASIGHMRSSSDHHFNQTIGSASPSTARSRITKYSTVQYSK-  1048
gi|50950135|ref|NP_001002939.1| --GLVGSAMGVSGGGMAMNSLGGGGGLSSSMGGTATIGHVRSSSDHHFSQTLGSASPSTARSRITKYSTVQYTK-  1054
gi|27881410|ref|NP_776470.1| --SLLGSAGGGSGGGIGLGSLGGGGGLSSSLGGAATIGHLRGSAEHHFSNTLGSASPTTTRSRITKYSTVQYTK-  1043
gi|118086932|ref|XP_426082.2| -----------------------GGLGGASLGGLSSTGQMLN-ADCHLGQAMGTASPGTSRRRVTKYSTVQYSSQ  1223
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