
                                                                                                                                                         ***:.*: *::. : :.  :       .* :
gi|5730124|ref|NP_006517.1| ---------------------------------------------------------------------------------------------------------------MQSKVTGNMPTQSLLMYMDGPEVIGSSLGSPMEMEDA-L    38
gi|114682684|ref|XP_001169228.1| ---------------------------------------------------------------------------------------------------------------MQSKVTGNMPTQSLLMYMDGPEVIGSSLGSPMEMEDA-L    38
gi|75677492|ref|NP_001028471.1| -----------------------------------------------------------------------------------------------------------------------MPTQSLLVYMDGPEVLSSSLGSQMEVDDA-V    30
gi|109469283|ref|XP_231017.4| -----------------------------------------------------------------------------------------------------------------------MPTQSLLVYMDGPEVLGSSLGTQMEVDDA-V    30
gi|73992597|ref|XP_543058.2| MKEWVCQSLNIYRRLTPDPPAGTVSQPLRYWHSRLDSPLLRGCLVHCGRVNTVPGPYPFSEIFFTILLNQKELCGEEDGAAPLQSRLTSCLGKMPKEPRKAEIPPPDSYFIYNPKVPGNMPTQSLLVYMDGPEVIGNSLGNQMELDDA-V   149
gi|118100903|ref|XP_417505.2| -----------------------------------------------------------------------------------------------------------------------MPTQPLLAYMDGLDGIASTVGAQMENNDASM    31
gi|189535672|ref|XP_001921184.1| -----------------------------------------------------------------------------------------------------------------------MPTHPLIPYVESPDGLGHDILSHS---SASM    28
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                                  . .*.   .. :  **     *. :*******.:.* : *:*. *:* ** . :  *********:*:* *:    *  .  :     :*:** ****::  * ::* **:.******* *.:****************** **.*::.*
gi|5730124|ref|NP_006517.1| SMKGTAVVPFRATQEKNVIQIEGYMPLDCMFCSQTFTHSEDLNKHVLMQHRPTLCEPAVLRVEAEYLSPLDKSQVRTEPPKEKNCKE-NEFSCEVCGQTFRVAFDVEIHMRTHKDSFTYGCNMCGRRFKEPWFLKNHMRTHNGKSGARSK   187
gi|114682684|ref|XP_001169228.1| SMKGTAVVPFRATQEKNVIQIEGYMPLDCMFCSQTFTHSEDLNKHVLMQHRPTLCEPAVLRVEAEYLSPLDKSQVRTEPPKEKNCKE-NEFSCEVCGQTFRVAFDVEIHMRTHKDSFTYGCNMCGRRFKEPWFLKNHMRTHNGKSGARSK   187
gi|75677492|ref|NP_001028471.1| PIKGPVAVPFRAAQEKSMAVAEGHMPLDCMFCSQVFSQAEDLSQHVLLQHRPTLCEPAVLRVEAEYLSPLDKALEPTEPALEKSGEDPEELSCDVCGQTFPVAFDVESHMKKHKDSFTYGCSMCGRRFKEPWFLKNHMRTHNGKSGTRSK   180
gi|109469283|ref|XP_231017.4| PMKGPAVVPFRAAQEKSLATAEGHMPLDCMFCSQVFSHAEDLNQHVLLQHRPTLCEPAVLRVEAEYLSPLDKGQVPTEPPKEKSSKEMEELSCDVCGQTFPVAFDVESHMKKHKDSFTYGCSMCGRRFKEPWFLKNHMRTHNGKSGTRSK   180
gi|73992597|ref|XP_543058.2| SIKGTTAVPFRATQEKSIIQIEGYMPLDCMFCNQTFTHSEDLNKHVLMQHRPILCEPAVLRVEAEYLSPLDKSQVRTEPPKDKNCKENEEFSCEVCGQTFRVAFDVEIHMKKHKDSFTYGCNVCGRRFKEPWFLKNHMRTHTGKSGAKSK   299
gi|118100903|ref|XP_417505.2| TIKGTNTISYKSLQEKFLMQAEGCMPLDCMFCDETFKHPEELGKHVLTQHRPTLCEPAVLRVEAEYLSPLDKCQVRTNLPSPNNEKDSEELSCEVCGQTFDEAFDVEAHMKKHKDSFTYWCNVCGRRFKEPWFLKNHMRTHTGKPGSRNK   181
gi|189535672|ref|XP_001921184.1| PGTGSSMTPHASLVEKPGILAESSLPLDCMFCEETFLHQEDLGPHLLSQHPTTFHGPAVLRVEAEFLTPGDRARSKTCPAVEK----NEELSCAVCGQAIKDATELETHMRKHKDSFTYCCSICGRRFKEPWFLKNHMRTH-GKTGSKSK   173
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                                   ::   .   *:*:*:* : .  : :.**:******:* **::* :* *:* :.:   . .    *      .   . :*: ::*:*           .   *.:****.*:*******:**:*      :: . :..:**:** *:** 
gi|5730124|ref|NP_006517.1| LQQGLESSPATINEVVQVHAAESISSPYKICMVCGFLFPNKESLIEHRKVHTKKTAF-GTSSAQTDSPQGGMPSSREDFLQLFNLRPKSHPETGK--KPVRCIPQLDPFTTFQAWQLATKGKVAICQ-EVKESGQEGSTDNDDSSSEKE-   332
gi|114682684|ref|XP_001169228.1| LQQGLESSPATINEVVQVHAAESISSPYKICMVCGFLFPNKESLIEHRKVHTKKTAF-GTSSAQTDSPQGGMPSSREDFLQLFNLRPKSHPETRK--KPVRCIPQLDPFTTFQAWQLATKGKVAICQ-EVKESGQEGSTDNDDSSSEKE-   332
gi|75677492|ref|NP_001028471.1| LQQGMES-PVTINEVVQPHAPGSISTPYKICMVCGFLFPNKQSLIEHSKVHAKETVP-SASNVAPDDHREEPTSPREELLQFLNLRPRSTAGSTV--KPMTCIPQLDPFTTYQAWQLATKGKVAVAQEEVKESGQEGSTDNDDSCSEKEE   326
gi|109469283|ref|XP_231017.4| LQQGTES-PVTINDVVQAHAPGNISTPYKICMVCGFLFPNKQSLIEHSKVHAKETVP-SASSTAPDGHQEEPTSPREELLQFLNLRPRSTAESTV--KPMTSIPQLDPFTTYQAWQLATKGKVAVAQEEVKESGQEGSTDNDDSCSEKEE   326
gi|73992597|ref|XP_543058.2| LQQGSES-PVTINEVVQEHAAESISSPYKICMVCGFLFPNKESLIDHRKMHSKETAS-GASSTQTDCQQGGMPAPGQELLQFLNLRPTSHPETVK--KPTKWIPQLDPFTTYQAWQLATKGKVAVCREVKEQPGQEGSTDNDDSCSEKEE   445
gi|118100903|ref|XP_417505.2| LQQGSES-PITINEVVQEHITENVTSPYKICMVCGFLFLNKETLLEHSKVHTKESVPNGESPQVTDDPNLEETSQREEFLRFLNLRPKVVPENDKSQKPVKWIAELDPFNTYQAWQLATKGKVAVGHGQTKESGQEGSTDNDDSSSDKEE   330
gi|189535672|ref|XP_001921184.1| NHELEIP--ATVNDVIQDQPPSPVVTSYKMCMVCGFFFHNKEALAEHSKVHNRDAEA-DENISTHDQPAEELPVSQHAFLQNLQLHPSVAREAEPKHPTGRWISQLDPFNTYQAWQLATRGKIAAGPNLAKELNADSNSDNEDSGSEKEE   320
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gi|5730124|ref|NP_006517.1| -----LG---------ETNKGSCAGLSQEKEKCKHSHGEAPSVDADPKLPSSKEKPTHCSECGKAFRTYHQLVLHSRVHKKDRRAGAESPTMSVDGRQPGTCSPDLAAPLDENGAVDRGEGGSEDGSEDGLP-EGIHLDKND---DGGKI   464
gi|114682684|ref|XP_001169228.1| -----LG---------ETNKGSCAGPSQEKEKCKHSQGEAPSVDADPKLPSSKEKPTHCSECGKAFRTYHQLVLHSRVHKKDRRAGAESPTMSVDGRQPGTCSPDLAAPLDENGAVDRGEGGSEDGSEDGLP-EGIHLDKND---DGGKI   464
gi|75677492|ref|NP_001028471.1| LGEIWVGGKAEGSGKSKTSKSSCPGLSQDKEKPRHANSEVPSGDSDPKLSSSKEKPTHCSECSKAFRTYHQLVLHSRVHRKDRRTDALSPTMAVDARQPGTCSPDLSTTLEDSGAGDR-EGGSEDGSEDGLP-DGLHLDKND---DGGKA   471
gi|109469283|ref|XP_231017.4| LGEIWVGGKVEGSGKSKTNRSSCSGLSQDKDKSRHGNSEVPSGDADSKLPGSKEKPTHCSECSKAFRTYHQLVLHSRVHRKDRRADAPSPTMAGDARQPGTCSPELRTTLEESGAGDR-EGGSEDGSEDGLP-EGLHLDKND---DGGKA   471
gi|73992597|ref|XP_543058.2| LS--------------KTSKSGCAGFSQDKEKPRPSNGEVPSAEADPKLSGHKEKPTHCSECGKAFRTYHQLVLHSRVHKKDRRADAGSPTMSVDGRQPRTCSPDLPTTLDEHGAVDR-EGGSEDGSEDGLP-EGLHLDKND---DGGKI   576
gi|118100903|ref|XP_417505.2| LGEIWNAN--------KGSQTETTGNNLYRHKLKHPNSEVPSMEMDSKLSQNKEKPTHCSECGKAFRTYHQLVLHSRVHKRDRRTDGETSAASR------SCCTDIIASLDENGTVERVEGGSEDGSEDGLP-ETLNLDKNEDVLERAKV   465
gi|189535672|ref|XP_001921184.1| LG---------------AIWASGDKPARRGLRSELKPSDTPSPSPEQKGLIRKDKPTNCEECGKIFRTYHQLVLHSRIHKKER-GGAESPTTPVDGR-------AQSVGSCSSSSLDRADEYSEDGSEEGVPVDAFNPDKLEDGQGKMKL   447
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600
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gi|5730124|ref|NP_006517.1| KHLTSSRECSYCGKFFRSNYYLNIHLRTHTGEKPYKCEFCEYAAAQKTSLRYHLERHHKEKQ-TDVAAEVKNDGKN---QDTEDALLT-ADSAQTKNLKRFFDGAKDVTGSPPAKQLKEMPSVFQNVLGSAVLSPAH-KDTQDFHKNAAD   608
gi|114682684|ref|XP_001169228.1| KHLTSSRECSYCGKFFRSNYYLNIHLRTHTGEKPYKCEFCEYAAAQKTSLRYHLERHHKEKQ-TDVAAEVKNDGKN---QDTEDALLT-ADSAQTKNLKRFFDGAKDVTGSPPAKQLKEMPSVFQNVLGSAVLSPAH-KDTQDFHKNAAD   608
gi|75677492|ref|NP_001028471.1| KPLPSSRECSYCGKFFRSNYYLNIHLRTHTGEKPYKCEFCEYAAAQKTSLRYHLERHHKDKQPVDAAAESKSEGRS---QEPQDALLTAADSAQTKNLKRFLDGAKDVKGSPPAKQLKEMPSVFQSVL-----SPAHSNDTQDFHKHAAD   613
gi|109469283|ref|XP_231017.4| KPLTSSRECSYCGKFFRSNYYLNIHLRTHTGEKPYKCEFCEYAAAQKTSLRYHLERHHKDKQLGDAPAESKSEGRS---QEPQDMLLT-ADSAQTKNLKRFLDGAKDVKGSPPAKLLKEMPSVFQSVLGSTVLSPAHNKDTQDFHKNAAD   617
gi|73992597|ref|XP_543058.2| KHLTSSRECSYCGKFFRSNYYLNIHLRTHTGEKPYKCEFCDYAAAQKTSLRYHLERHHKDKQ-IDLASEVKNDGKN---QEMEDALLA-ADSAQTKNLKRFFDGAKDVKGSPPSKQFKGMASTFPNVLGSTVLSPVH-KDTQDFNKHATD   720
gi|118100903|ref|XP_417505.2| KSLGASRECSYCGKYFRSNYYLNIHLRTHTGEKPYKCEFCEYAAAQKTSLRYHLERHHKDKQ-ADSAADVKGDSKASLQSQETDLFLVADGAQETKNLKRLFDGAKDAEGCPPTKQQKEILS-LNNATGSTVLVRMK-NDSRESIKRSVC   612
gi|189535672|ref|XP_001921184.1| KILAP-RKCNYCGKTFRSNYYLNIHLRTHTGEKPYKCEYCDYAAAQKTSLRYHLDRRHKDKPFTEIPN--------------------IPATPSARNIIKAIEPPKNVDNKQASKPPK---------------QWLAPKPLPASVKHELG   561
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gi|5730124|ref|NP_006517.1| DSADKVNKNPTPAYLDLLKKRSAVETQANNLICRTKADVTPPPDGSTTHNLEVSPKEKQTETAADCR----YRPSVDCHEKPLNLSVGALHNCPAISLSKSLIPSITCPFCTFKTFYPEVLMMHQRLEHKYNPD-VHKN-CRNKSLLRSR   752
gi|114682684|ref|XP_001169228.1| DSADKVNKNPTPAYLDLLKKRSAVETQANNLICRTKADVTPPPDGSTTHNLEVSPKEKQTETAADCR----YRPSVDCHEKPLNLSLGALHNCPAISLSKSLIPSITCPFCTFKTFYPEVLMMHQRLEHKYNPD-VHKN-CRNKSLLRSR   752
gi|75677492|ref|NP_001028471.1| S-AEKARKSPAPTYLDMQRKK-AGEPQASSPVCR--------LEGVGSLAREAGHREK-MDQDADYR----HKPGADCQDRPLNLSLGPLHACPAISLSKCLIPSIACPFCTFKTFYPEVLMMHQRLEHRYNPD-PHKN-GSSKSVLRNR   746
gi|109469283|ref|XP_231017.4| G-AEKVRKSPAPAYLDMPRKK-TGDPRASSPACK--------LEGVGPLAREAGHGEK-MDREADYR----HKPGADCQDRPLNLSLGALHACPAISLSKCLIPSIACPFCTFKTFYPEVLMMHQRLEHRYNPD-THKN-CSSKSVLRNR   750
gi|73992597|ref|XP_543058.2| DSTDKIGKTPAPAYLDALQKRPPGDPQAAEPAGRTEAG--VPAPHGAVLGADPGAREQPAGTAADGR----HLPGADCQEKPLNLSLGALHGCPAISLSKSLIPGITCPFCTFKTFYPEVLMMHQRLEHKYNPD-IHKN-CRSKSALRSR   862
gi|118100903|ref|XP_417505.2| NNLNQMHENVSAPYLEKLKTEKETKEVQPSASHKREREASVESEGDDVQYVCAFKDGKNTTDVRECYENSKHKHMVDAQEMPLNLSVGTSQECSVVSTTRGLVP-STCPFCTYRTFYPEVLMMHQRLMHKYNPDTVNKNGYRNKALAKAR   761
gi|189535672|ref|XP_001921184.1| TSQVIKSTSPSIQVKQEFVSSPVATPYTP-----------------------LSEDNKKYPLPANLK-----MEEKEASEAPLNLSLKVSLSISATSVPRNLLLTNTCTSCSYETLYPEVLLMHKKLIHKQNLD-IKKNGYRGPQKLK-R   681
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gi|5730124|ref|NP_006517.1| RTGCPPALLGKDVPPLSSFCKPKPKSAFPAQSKSLPSAKGKQSPPGPGKAPLTSGIDSSTLAPSNLKSHRPQQNVGVQGAATRQQQSEMFPKTSVSPAPDKTKRPETKLKPLPVAPSQPTLGSSNINGSIDYPAKNDSPWAPPGRDYFCN   902
gi|114682684|ref|XP_001169228.1| RTGCPPALLGKDVPPLSSFCKPKPKPAFPAQSKSLPSAKGKQSPPGPGKAPLTSGIDSSTLAPSNLKSHRPQQNVGVQGAATRQQQSEMFPKTSVSPAPDKTKRPETKLKPLPVAPSQPTLGSSNINGSIDYPAKNDSPWAPPGRDYFCN   902
gi|75677492|ref|NP_001028471.1| RTGCPPALLGKDVPPLSGLHKPKAKTAFSPHSKSLHSEKARQGASGPSKAPQTSGPDNSTLAPSNLKSHRSQPNAGGT-SATRQQQSELFPKGGVPAAMDKVKRPEPKLKSLPASPSQSPLSSNNSNGSVEYPVKVDGPWAQQGRDYYCH   895
gi|109469283|ref|XP_231017.4| RTGCPPALLGKDVPPLSGLHKPKAKPAFSSQAKALHPEKVRQGTSGPGKAPQTSGPDNSTLAPSNLKSHRSQPSAGGP-SATRQQQSELFPKGGVPAAMDKAKRPEPKLKAPPAPPAQSPLSSGNGNGSAEC------PWGQQGRDYYCQ   893
gi|73992597|ref|XP_543058.2| RTGCPPALLGKDVAPLA--HCPRPRPPAPAFRRALELPKYQVVRGLPALLPAECVCPPPAALPPKARATPAPLFCGPA--------AEGEPGAGAGACCAGSLLPEPDLG----------FWSSSKFG----------------------   970
gi|118100903|ref|XP_417505.2| RTGCPPALLGKDVLPLS-FNPNKSKASPSIPQKLLQTGKSKQCHPSQNKVPLFAMADSSSTAPSNLKFHKQQSNIGAQANNYRQPQQEMHSSSSVSPVLDRVKRAESKMKALNVTMSQSGVVSSSMNGALDSHLNESAWSCHRGRDYLCS   910
gi|189535672|ref|XP_001921184.1| YTGCPPALEGKDVAPLAHINRRHPRRTKSPLRQ------------PPEKLQKPPQMSKVSPVKERWRDQHRGRELDATNLLPRKPEQESSRKFNVPSVIDREL---PKQKPVLDHEMNQRMGKNGMVWPTDP-----------ARLCLSD   805
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gi|5730124|ref|NP_006517.1| RSASNTAAEFGEPLPKRLKSSVVALDVDQPGANYRRGYDLPKYHMVRGITSLLPQDC---VYPSQALPPKPRFLSSSEVDSPNVLTVQKPYG--GSGPLYT-CVPAGSPASSSTLEGKRPVSYQHLSNSMAQKRNYENFIGNAHYR-PND  1045
gi|114682684|ref|XP_001169228.1| RSASNTAAEFGEPLPKRLKSSVVALDVDQPGANYRRGYDLPKYHMVRGITSLLPQDC---VYPSQALPPKPRFLSSSEVDSPNVLTVQKPYG--GSGPLYT-CVPAGSPASSSTLEGIA-------------------------------  1015
gi|75677492|ref|NP_001028471.1| RNSGSAAAEYSEPHPKRLKSSAVSLDTEHAGTNGRRGFELPKYHVVRSITSLLPPEC---VRPPPVLPHKARFLSPGEVESPSVLAVQKPYS--ASGPLYT-CGPVGHAGGSPALEGKRPVSHQHLSNSMLQKRSYENFIGNTHYR-PND  1038
gi|109469283|ref|XP_231017.4| RNAGSATSEYSEPHPKRLKSPVVSLDTEHPGPNGRRGFELPKYHVVRSITSLLPPEY---VCSPPVLPPKARFLSPGEVESPSVLTVQKPYG--ASGPLYT-CGPVGHAGASPSLEGKRPVSYQHLSNSMLQRRNCENFIGNTHYR-PND  1036
gi|73992597|ref|XP_543058.2| -AIGSSRAGVSPVSPQ----EQVRHPVNHQG-------------QVR--HPVSPQEQ---VHKP-VSPHEPVHHPVSPQEQ-----VRHPVN--HQGQVRH-PLPPGR--GPLGVHGKRPVSYQHLSSSMLQKRNYENFIGNAHYR-PND  1085
gi|118100903|ref|XP_417505.2| KSVGNANLEYGETSSKRMKHGVVVIEQSDCAVANYRRYETSRFRVANRYANLLPQECSRTKPASSVLPTKQGLLNSDDADPPKVLTVLKPYEPYSSGSLYSSCGSSNGQVTSSAVEGKRSVSYQHLSSSVLQKRSYEGFPGNARFR-PSD  1059
gi|189535672|ref|XP_001921184.1| RFRNLTQMEVGEPSSKRQKSFEPLHTASGRLGEDFNRLVPSGRNAKTSLQTHSPLAS------IKVTPTASSNSMQPDWNVMNMLRTYTPNN--LASLYHPIAPSSSHGVMSSPVSGSRSLIFPQYSTSMSQRRIQSSPLNNERCGGPSD   947
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gi|5730124|ref|NP_006517.1| KKT  1048
gi|114682684|ref|XP_001169228.1| ---  1015
gi|75677492|ref|NP_001028471.1| KKP  1041
gi|109469283|ref|XP_231017.4| KKS  1039
gi|73992597|ref|XP_543058.2| KKT  1088
gi|118100903|ref|XP_417505.2| KKT  1062
gi|189535672|ref|XP_001921184.1| KSS   950
                         ...


