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gi|4826673|ref|NP_004923.1| --------------------------------------------------MRTYRYFLLLFWVGQPYPTLSTPLSKRTSGFPAKKRALELSG-NSKNELNRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|114600839|ref|XP_517822.2| --------------------------------------------------MRTYRYFLLLFWVGQPYPTLSTPLSKRTSGFPAKKRALELSG-NSKNELNRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|110347562|ref|NP_031692.2| --------------------------------------------------MRTYRYFLLLFWVGQPYPTFSNPLSKRTSGFPAKRKALELSA-NSRNELSRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|25453400|ref|NP_037059.1| --------------------------------------------------MRTYRYFLLLFWVGQPYPTFSNPLSKRTSGFPAKRRALELSA-NSRNELSRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|73954373|ref|XP_536515.2| MHSEEKMISSESQAKNIKEERRNDAGNSAVKKDTSRSRVPTTQRLDCVIRMRTYRYFLLLFWVGQPYPTFSTPLSKRTSGFPAKKRALELSG-NSKNELNRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|77736223|ref|NP_001029812.1| --------------------------------------------------MRTYRYFLLLFWVGQPYPTFSTPLSKRTSGFPAKKRTLELSG-NSKNELSRSKRSWMWNQFFLLEEYTGSDYQYVGKLHSDQDRGDGSLKYILSGDGAGD   150
gi|48976113|ref|NP_001001758.1| --------------------------------------------------MRTYHCFWLLFWAGQPHQSFLTLLSKRTSGFPEKEKVLVLSG-NSRRDLSRSKRSWMWNQFFLLEEYTGTDYQYVGKLHSDQDKGDGSLKYILSGDGAGD   150
gi|61806606|ref|NP_001013538.1| --------------------------------------------------MRTW--IVLLLWACAHISVNAIALSRG----PVRRKSKEIEGRQDKGLLRRSKRGWMWKQFFLQEEYTGSEHQYIGKLHSDMDRGDGTVMYVLTGEGAGT   150
                        1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                 :*:*: *:**::**: ******* * *****:**:** *:***:***:*:******** * *:**.*::** :.:****.**** ****  :* ***:.*** :*:******.:****:***   :****:**:*****:****.** **
gi|4826673|ref|NP_004923.1| LFIINENTGDIQATKRLDREEKPVYILRAQAINRRTGRPVEPESEFIIKIHDINDNEPIFTKEVYTATVPEMSDVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|114600839|ref|XP_517822.2| LFIINENTGDIQATKRLDREEKPVYILRAQAINRRTGRPVEPESEFIIKIHDINDNEPIFTKEVYTATVPEMSDVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|110347562|ref|NP_031692.2| LFIINENTGDIQATKRLDREEKPVYILRAQAVNRRTGRPVEPESEFIIKIHDINDNEPIFTKDVYTATVPEMADVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|25453400|ref|NP_037059.1| LFIINENTGDIQATKRLDREEKPVYILRAQAINRRTGRPVEPESEFIIKIHDINDNEPIFTKDVYTATVPEMADVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|73954373|ref|XP_536515.2| LFIINENTGDIQATKRLDREEKPVYILRAQAINRRTGRPVEPESEFIIKIHDINDNEPIFTKDVYTATVPEMSDVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|77736223|ref|NP_001029812.1| LFIINENTGDIQATKRLDREEKPVYILRAQAINRKTGRPVEPESEFIIKIHDINDNEPIFTKEVYTATVPEMSDVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|48976113|ref|NP_001001758.1| LFIINENTGDIQATKRLDREEKPVYILRAQAINRRTGRPVEPESEFIIKIHDINDNEPMFTKDVYNASIPEMSDVGTFVVQVTATDADDPTYGNSAKVVYSILQGQPYFSVESETGIIKTAL--LNMDRENREQYQVVIQAKDMGGQMGG   300
gi|61806606|ref|NP_001013538.1| IFVIDANSGDLHATRSLDREEKPSYSLRAQAVNRKTGIPLEPETEFIVKLHDINDNEPKFDKEVYTASVPEGSHIGTFVTQVTAQDADDEMFGYSAKLAYSIKEGHPYFSVEPNTGIIRTALGPTDMDREQREHYQVVIEAKDMAGQKGG   300
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gi|4826673|ref|NP_004923.1| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADVGENAEIEYSITDGEGLDMFDVITDQETQEGIITVKKLLDFEKKKVYTLKVEASNPYVEPRFLYLGPFKDSATVRIVVEDVDEPPVFSKLAYILQIREDAQ   450
gi|114600839|ref|XP_517822.2| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADVGENAEIEYSITDGEGLDMFDVITDQETQEGIITVKKLLDFEKKKVYTLKVEASNPHVEPRFLYLGPFKDSATVRIVVEDVDEPPVFSKLAYILQIREDAQ   450
gi|110347562|ref|NP_031692.2| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADVGENAEIEYSITDGEGHEMFDVITDQETQEGIITVKKLLDFEKKKVYTLKVEASNPHVEPRFLYLGPFKDSATVRIVVDDVDEPPVFSKLAYILQIREDAR   450
gi|25453400|ref|NP_037059.1| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADVGENAEIEYSITDGEGHDMFDVITDQETQEGIITVKKLLDFEKKRVYTLKVEASNPHIEPRFLYLGPFKDSATVRIVVDDVDEPPVFSKPAYILQIREDAQ   450
gi|73954373|ref|XP_536515.2| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADMGENAEIEYSITEGEGLDMFDVVTDQETQEGVITVKKLLDFEKKKVYTLKVEASNPHVEPRFLYLGPFKDAATVRIMVEDVDEPPVFSKLAYILQIREDAQ   450
gi|77736223|ref|NP_001029812.1| LSGTTTVNITLTDVNDNPPRFPQSTYQFKTPESSPPGTPIGRIKASDADVGENAEIEYSITEGEGLDMFDVITDQETQEGIITVKKLLDFEKKKVYTLKVEASNPHVEPRFLYLGPFKDSATVRIMVEDVDEPPVFSKLAYILQIREDAQ   450
gi|48976113|ref|NP_001001758.1| LSGTTTVNITLTDVNDNPPRFPQSTYQFRAPESTPPDSPIGRIKANDADVDENAEIEYSITEGDGYDMFGITTDKDTQEGIITVKKALDFENKNLYILKVEATNTHVDPRFLYLGPFKDSATIRIQVEDVDEPPVFSRPAYIIEVKEDVP   450
gi|61806606|ref|NP_001013538.1| LIGSTTVNISLTDINDNAPHFKQGIYQFSVPELTKVGSSVGRIEAEDADIGRNAEMSYSITGGDSLDVFDISTDRNTQEGILTVKKPLDYEKKKSYTLQIEVKNTHPYSHYMSQD-TKDKATIRISVEDVDEPPQFEKISYILEVKEDAA   450
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gi|4826673|ref|NP_004923.1| INTTIGSVTAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEIN---NPKQSSRVPLYIKVLDVNDNAPEFAEFYETFVCEKAKADQLIQTLHAVDKDDPYSGHQFSFSLAPEAASGSNFTIQDNKD   600
gi|114600839|ref|XP_517822.2| INTTIGSVTAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEIN---NPKQSSRVPLYIKVLDVNDNAPEFAEFYETFVCEKAKADQLIQTLHAVDKDDPYSGHQFSFSLAPEAASGSNFTIQDNK-   600
gi|110347562|ref|NP_031692.2| INTTIGSVAAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEIN---NPKQSSRVPLYIKVLDVNDNAPEFAEFYETFVCEKAKADQLIQTLRAVDKDDPYSGHQFSFSLAPEAASSSNFTIQDNKD   600
gi|25453400|ref|NP_037059.1| INTTIGSVAAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEIN---NPKQSSRVPLYIKVLDVNDNAPEFAEFYETFVCEKAKADQLIQTLHAVDKDDPYSGHQFSFSLAPEAASGSNFTIQDNKD   600
gi|73954373|ref|XP_536515.2| INTTIGSVTAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEITQLDNPKQSSRVPLYIKVLDVNDNAPEFAEFYETFVCEKAKADQLIQTLRAIDKDDPYSGHQFSFSLAPEAASGSNFTIQDNKD   600
gi|77736223|ref|NP_001029812.1| INTTIGSVTAQDPDAARNPVKYSVDRHTDMDRIFNIDSGNGSIFTSKLLDRETLLWHNITVIATEIN---NPKQSSRVPLYIKVLDVNDNPPEFAEFYETFVCEKAKADQLIQTLRAIDKDDPYSGHQFSFSLAPEAASGSNFTIQDNKD   600
gi|48976113|ref|NP_001001758.1| INSVIGTVTAQDPDAAKNPVKYSVDRHTDMDRVFNINSGNGSIFTSKTLDRETLLWHNITVIAAEIN---NPKQSSRVPVFIKVLDVNDNAPEFAMFYETFVCENAKAEQLIQTLSAVDKDDSYSGHQFSFSIAPEAASSSNFTLQDNRD   600
gi|61806606|ref|NP_001013538.1| VGTMIGSVSAVDPDMRRSPVKYSIDRHTDVDRIFGIYAGNGSIFLQKPLDREEFAWHNISVIASEFRHLDNPEQTSRVPVYIRVLDVNDNPPVLASFYETFVCENAKAGQKIQTISAVDPDEPVGGHRFLFSLAPESSVRANFSVRDNGD   600
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gi|4826673|ref|NP_004923.1| NTAGILTRKNGYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHHGNMQSCHAEALIHPTGLSTGALVAILLCIVILLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPEAIEDNKLRRDIVP   750
gi|114600839|ref|XP_517822.2| --VSTYIHHLSYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHHGNMQSCHAEALIHPTGLSTGALVAILLCIVILLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPEAIEDNKLRRDIVP   750
gi|110347562|ref|NP_031692.2| NTAGILTRKNGYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHHGNMQSCHAEALIHPTGLSTGALVAILLCIVILLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPEAMEDSKSRRDIVP   750
gi|25453400|ref|NP_037059.1| NTAGILTRKNGYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHHGNMQSCHAEALIHPTGLSTGALVAILLCIVILLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPKPWRQ-QSRRDMVP   750
gi|73954373|ref|XP_536515.2| NTAGILTRKNGYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHHGNMQSCHAEALIHPTGLSTGALVAILLCIVTLLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPAALEDGKLRRDVAP   750
gi|77736223|ref|NP_001029812.1| NTAGIFTRKNGYNRHEMSTYLLPVVISDNDYPVQSSTGTVTVRVCACDHQGNMQSCHAEALVHPTGLSTGALIAILLCIVTLLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPEAIEDSKLRRDIVP   750
gi|48976113|ref|NP_001001758.1| NTAGIFTRKIRYNRHEMSTYLLPVVISDNDYPIQSSTETVTIRVCACDHRGKMLSCNAEALIHPTGLSTGALIAILLCIIILLVTVVLFAALRRQRKKEPLIISKEDIRDNIVSYNDEGGGEEDTQAFDIGTLRNPEAIDDNKLRRDIVP   750
gi|61806606|ref|NP_001013538.1| NTAGIFTRRSGFGRMHKSTHLVAVVISDGHFPMQSSTGTLTIRVCTCDRDGNMEMCNAEALTSSAGLSTGALVAILLCILILLLIVVLFAALKRQKKKEPLIISKEDVRDNVVSYNDEGGGEEDTQAFDIGALRHPEVMEDSKLRRDILP   750
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gi|114600839|ref|XP_517822.2| -EALFLP----RRTPTARDNTDVRDFINQRLKENDTDPTAPPYDSLATYAYEGTGSVADSLSSLESVTTDADQDYDYLSDWGPRFKKLADMYGGVDSDKDS-------------------------------------------------   900
gi|110347562|ref|NP_031692.2| -EALFLP----RRTPTARDNTDVRDFINQRLKENDTDPTAPPYDSLATYAYEGTGSVADSLSSLESVTTDGDQDYDYLSDWGPRFKKLADMYGGMDSDKDS-------------------------------------------------   900
gi|25453400|ref|NP_037059.1| -EALFLP----RRTPTARDNTDVRDFISQRLRKMNTDPTAPPYDSLATYAYEGTGSVADSLSSLESVTTDGDQDYGYLSDWGPRFKKLADMYGGMDSDKDS-------------------------------------------------   900
gi|73954373|ref|XP_536515.2| -EALLPA----RRPPAAPDSTDVRDFLRQRLQEHDRDPTAPPYDSLATYAYEGAGSAAASLSSLESSTTDSDQSYDYLREWGPRFRKLDDLYGAADAHPLNRPAPCWRRRASPSRPLPSLALLTFPGPGPPPHSGGSGQPAALTAHFTRS   900
gi|77736223|ref|NP_001029812.1| -EALFLP----RRTPAARDNTDVRDFINQRLKENDTDPTAPPYDSLATYAYEGAGSVADSLSSLESVTTDGDQDYDYLSDWGPRFKKLADMYGGVDSDKDS-------------------------------------------------   900
gi|48976113|ref|NP_001001758.1| -ETLFMP----RRTATARDNTDVRDFINQRLKENDTDPAAPPYDSLATYAYEGNGSVAESLSSLESVTTDGDQDYDYLSDWGPRFKKLADMYGSMDSDKDS-------------------------------------------------   900
gi|61806606|ref|NP_001013538.1| SESLYPPPPLRRTIVPARENADVRDFINQRVEENDGNPTAPPYDSLATYAYEGNGSVAESLSSLGSVSSEGEQDYNYLSEWGPRFRKLADMYGGEDSDWDS-------------------------------------------------   900
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