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gi|158299692|ref|XP_319750.4| ---------------------------------------------------------------------------------------------------------------------------LRAPRARRHRR----------------    11
gi|19743907|ref|NP_008845.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|114625040|ref|XP_528326.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|194669369|ref|XP_606804.4| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|112821692|ref|NP_666207.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|62641935|ref|XP_219749.3| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|73946789|ref|XP_541280.2| ------------------------------------------------------------------------------------------------------------------------------------------------------
gi|45384158|ref|NP_990424.1| ------------------------------------------------------------------------------------------------------------------------------------------------------
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gi|158299692|ref|XP_319750.4| ------------------------------------------------PLTNTFPIP---------------------------------------SNLQSTAQIEIIPCKVCGDKSSGVHYGVITCEGCKGFFRRSQSSVVNYQCPRNK    74
gi|19743907|ref|NP_008845.2| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
gi|114625040|ref|XP_528326.2| -----------------------------------------------------------------------------------------MCENQLKTKADATAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    61
gi|194669369|ref|XP_606804.4| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
gi|112821692|ref|NP_666207.3| -----------------------------------------------------------------------------------------MCENQPKTKADGTAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    61
gi|62641935|ref|XP_219749.3| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
gi|73946789|ref|XP_541280.2| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
gi|45384158|ref|NP_990424.1| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
gi|130490232|ref|NP_001076325.1| ----------------------------------------------------------------------------------------------------MRAQIEVIPCKICGDKSSGIHYGVITCEGCKGFFRRSQQNNASYSCPRQR    50
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gi|158299692|ref|XP_319750.4| QCVVDRVNRNRCQYCRLQKCLKLGMSRDAVKFGRMSKKQREKVEDEVRFHRAQMRAQN-----DAAPDSSVFDTQTPSSSDQLHHGYNGNSSHSYTYSNEVG-----YSSPYGYSTSVTPQQTMGYDIS-ADYVDSTTTYEPRSTMIDSD   213
gi|19743907|ref|NP_008845.2| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYSSSISNGLSNLNNETSGTYANGHVIDLPK------SEGYYNVDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   194
gi|114625040|ref|XP_528326.2| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYSSSISNGLSNLNNETSGTYANGHVIDLPK------SEGYYNVDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   205
gi|194669369|ref|XP_606804.4| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYGSSISNGLSNLNNEASGTYANGHVIDLPK------SEGYYNVDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   194
gi|112821692|ref|NP_666207.3| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYSSSISNGLSNLNTETGGTYANGHVIDLPK------SEGYYSIDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   205
gi|62641935|ref|XP_219749.3| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYSSSISNGLSNLNTETGGTYANGHVIDLPK------SEGYYNIDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   194
gi|73946789|ref|XP_541280.2| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYGGGISNGLGGLHGEAGGTYANGHVIDLPK------SEGYYNVDSGQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   194
gi|45384158|ref|NP_990424.1| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQSGEAEALARVYSNSISNGLGNLNNETGSTYSNGHVIDLPK------SEGYYNVDSAQPSPDQSGLDMTGIKQIKQEPIYDLTSVPNLFT   194
gi|130490232|ref|NP_001076325.1| NCLIDRTNRNRCQHCRLQKCLALGMSRDAVKFGRMSKKQRDSLYAEVQKHQQRLQEQRQQQTGEAEALARVYSSSLTNGLSTLNHEIGGTYANGHVIDMPKGQANGAPGGYYGMDSTQASPDQSGLDITGMKQIKQEPIYDLTPVPNLFT   200
gi|86560912|ref|NP_001032971.1| NCVVDRVNRNRCQYCRLKKCIELGMSRDAVKFGRMSKKQREKVEDEVQVRMHKELAAN---GLGYQAIYGDYSPPPSHPSYCFDQSMYGHYPSGTSTPVNG----------YSIAVAATPTTPMPQNMYGATPSSTNGTQYVAHQATGGS   305
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gi|158299692|ref|XP_319750.4| FISGHSEYRSPRDFTCLPVLYDLFVDSTTFLPSPPASQQQQQQHPHHQHQQLSSAAQMVTSNGVGGLAGVPTATAVVAVAATTVPTPVTGSGAVFLGRTQKQKCFLLALPLSHYCPFEFISPSIALDGTTAARLRSHRVVPGRMVLRTPH   363
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gi|114625040|ref|XP_528326.2| YSSFNNGQLAPG------------------------------------------------------------------------------------------------------------------------------------------   217
gi|194669369|ref|XP_606804.4| YSSFNNGQLAPG------------------------------------------------------------------------------------------------------------------------------------------   206
gi|112821692|ref|NP_666207.3| YSSFNNGQLAPG------------------------------------------------------------------------------------------------------------------------------------------   217
gi|62641935|ref|XP_219749.3| YSSFNNGQLAPG------------------------------------------------------------------------------------------------------------------------------------------   206
gi|73946789|ref|XP_541280.2| YSSFNNGQLAPG------------------------------------------------------------------------------------------------------------------------------------------   206
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gi|28573920|ref|NP_788301.1| -------------------HADGDINDVLIKTLAEAHANTNTKLEAVHDMFRKQPDVSRILYYKNLGQEELWLDCAEKLTQMIQNIIEFAKLIPGFMRLSQDDQILLLKTGSFELAIVRMSRLLDLSQNAVLYGDVMLPQEAFYTSDSEE   569
gi|158299692|ref|XP_319750.4| RLTITITRTRRSLCSFLLLSAEGDINDVLIKTLAEAHANTNHKLEIVHEMFRKPQDVSRLLYYKNMTQEELWLDCAEKLTAMIQQIIEFAKLIPGFMRLSQDDQILLLKTGSFELAIVRMSRLMDLSTNSVLYGDIMLPQEAFYTSDSFE   513
gi|19743907|ref|NP_008845.2| -------------------ITMTEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   336
gi|114625040|ref|XP_528326.2| -------------------ITMTEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   347
gi|194669369|ref|XP_606804.4| -------------------ITMSEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   336
gi|112821692|ref|NP_666207.3| -------------------ITMSEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   347
gi|62641935|ref|XP_219749.3| -------------------ITMSEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   336
gi|73946789|ref|XP_541280.2| -------------------ITMGEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKAYQSKSREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   336
gi|45384158|ref|NP_990424.1| -------------------ISMTEIDRIAQNIIKSHLETCQYTMEELHQLAWQTHTYEEIKVYQSKTREALWQQCAIQITHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQMFKALGSD-   336
gi|130490232|ref|NP_001076325.1| -------------------VSMGELDRIAQNIIKSHLETCQYTAEELQQLAWQTHSYEEVKMYQSKTRDVLWQQCAIQVTHAIQYVVEFAKRITGFMELCQNDQILLLKSGCLEVVLVRMCRAFNPLNNTVLFEGKYGGMQIFKTLGCD-   342
gi|86560912|ref|NP_001032971.1| -------------------VPEEDVATRVIRAFNQQHSSYTTQHGVCN---------VDPDCIPHLSRAGGWELFARELNPLIQAIIEFAKSIDGFMNLPQETQIQLLKGSVFELSLVFAAMYYNVDAQAVCGERYSVPFACLIAEDDAE   432
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gi|158299692|ref|XP_319750.4| MKLVACIFETAKSITELKLTETELALYQSLVLLWPERNGVRGNTEIQRLFNMSMSAIRQEIEANHAPLKGDVTVLDTLLNKIPTFRELSIMHMEALQKFKQDHPQYV---FPALYKELFSIDSQQDLMT   639
gi|19743907|ref|NP_008845.2| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPEIVNTLFPPLYKELFNPDCATGCK-   459
gi|114625040|ref|XP_528326.2| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPEIVNTLFPPLYKELFNPDCATGCK-   470
gi|194669369|ref|XP_606804.4| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPDIVNTLFPPLYKELFNPDCATVCK-   459
gi|112821692|ref|NP_666207.3| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPDIVNTLFPPLYKELFNPDCAAVCK-   470
gi|62641935|ref|XP_219749.3| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLLEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPDIVNTLFPPLYKELFNPDCAAVCK-   459
gi|73946789|ref|XP_541280.2| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLAKLIAKIPTITAVCNLHGEKLQVFKQSHPDIVNTLFPPLYKELFNPDCATVCK-   459
gi|45384158|ref|NP_990424.1| -DLVNEAFDFAKNLCSLQLTEEEIALFSSAVLISPDRAWLIEPRKVQKLQEKIYFALQHVIQKNHL----DDETLTKLIAKIPTITALCNLHGEKLQVFKQSHPDIVNTLFPPLYKELFNPDSTTGCK-   459
gi|130490232|ref|NP_001076325.1| -DLVSAVFDFAKSLCSLQLTEEEIALFSAAVLISTDRPWLMEPRKVQKLQEKIYFALQHIMQKNHL----DEDALAKLISRIPTLSALCTLHTEELQAFQQLHPETVNMLFPPLYKELFNPDAAAVMPK   466
gi|86560912|ref|NP_001032971.1| MQLIVEVNNTLQEIVHLQPHQSELALLAAGLILEQVSSSHGIGILDTATIATAETLKNALYQSVMPRIGCMEDTIHRIQDVETRIRQTARLHQEALQNFRMSDPTSSEK-LPALYKELFTADRP-----   555
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