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gi|4506141|ref|NP_002766.1| --------------------------------------------------------------------------------------------------------------------------------------------------MQIP   150
gi|194678839|ref|XP_612097.3| MSHILEVLLRWWGSRVAAEKAARSGYVGSGDRETEPRERADPHARRPACSPAPTSPAAPALPRRRRSPVRPLAPPAARTAPPPSGRPPSRALCPSPRRLVTAARPMGWAARPRALARPESLPRSARSRSPALAQPAAAAAAAVGVAMQPP   150
gi|9625027|ref|NP_062510.1| --------------------------------------------------------------------------------------------------------------------------------------------------MQSL   150
gi|13929012|ref|NP_113909.1| --------------------------------------------------------------------------------------------------------------------------------------------------MQFL   150
gi|114633213|ref|XP_508084.2| ----------MRAGRRASSQVLGHELCPSAQCG----PRTTAHRPGAAWAPRPTSRVALSPPDDSRTRICPKG--------------------------CTKDSPVGNQIFDNKCFEIITHLVKNPKRGKPLSHPRPRHPRQIRRVKDSI   150
gi|50345096|ref|NP_001002219.1| ----------------------------------------------------------------------------------------------------------------------------------------------------MI   150
gi|162138982|ref|NP_001104652.1| -----------------------------------------------------------------------------------------------------------------------------------------------------M   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                          . :   :                    *. . .       .    *      . :   .. *.   :  *   : .:.:  :  .: .**         *:. :* : *:
gi|4506141|ref|NP_002766.1| RAALLP-------LLLLLLAAPASAQLSRAGRSAPLAAGCPDRCEPARCPPQPEHCEGGR-ARDACGCCEVCGAPEGAACG----LQEGPCGEGLQCVVPFGVPASATVRRRAQAGLCVCAS--SEPVCG---------SDANTYANLCQ   300
gi|194678839|ref|XP_612097.3| RAPFLPPPTPPLLLLLLLLAAPASAQPARAGRSAPGAAGCPERCDPARCAPPPGSCEGGR-VRDACGCCEVCGAPEGAECG----LQEGPCGEGLQCVVPFGVPASATVRRRAQSGLCVCAS--NEPVCG---------SDAKTYTNLCQ   300
gi|9625027|ref|NP_062510.1| RTTLLS-------LLLLLLAAPSLALPSGTGRSAPAATVCPEHCDPTRCAPPPTDCEGGR-VRDACGCCEVCGALEGAACG----LQEGPCGEGLQCVLPFGVPASATVRRRAQAGLCVCAS--SEPVCG---------SDAKTYTNLCQ   300
gi|13929012|ref|NP_113909.1| RTALLS-------LLLLLLAAPSLALPSGISRSAPAATVCPEHCDPTRCAPPPTDCEGGR-VRDACGCCEVCGALEGAVCG----LQEGPCGEGLQCVVPFGVPASATVRRRAQAGLCVCAS--SEPVCG---------SDAKTYTNLCQ   300
gi|114633213|ref|XP_508084.2| RITSALC------FYHFTVGLGAGFLPAPRTLPSSGRTGPAVRVPRAGYRGQNQRVTGVRGAATPRVCAEAPAVPARPSPS----LPGGPPVRRFAGTFP-GAPTRSRRRAPLQSSISLKDANLSERTCGRRICGSLFVSEANTYANQCQ   300
gi|50345096|ref|NP_001002219.1| LVTLFC-----------ICALVTSLQADARLSKRYVIGGCPSHCDKSMCPTMPKDCSTGQ-VMDHCNCCLVCASGEGEACGGVGKLGDPVCGESLECSVTGGVSYSATVRRRGKQGVCVCKS--SDPVCG---------SDGVSYRDICE   300
gi|162138982|ref|NP_001104652.1| RLLILC-----------ASIILVPLLCDARIIKRYVIG-CPERCDKSLCPPIPPDCLAGD-ILDQCDCCPVCAAGEGESCGGTGKLGDPECGEGLECAVSDGVGATTTVRRRGKTGVCVCKS--SEPVCG---------SDGVSYRNICE   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  *: .*.*:: * :**::.:****** .    *.:  **::**********:** **: **:**  :. **:.*******:**:***********:**:*******.*::*:* ****************   **********::******
gi|4506141|ref|NP_002766.1| LRAASRRSERLHRPPVIVLQRGACGQGQ-EDPNS--LRHKYNFIADVVEKIAPAVVHIELFRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKHRVKVELKNGATYEAKIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEF   450
gi|194678839|ref|XP_612097.3| LRAASRRSERLHQPPVIVLQRGACGQGT-GAPGAPGLRHKYNFIADVVEKIAPAVVHIELFRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKHRVKVELKNGATYEAKIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEF   450
gi|9625027|ref|NP_062510.1| LRAASRRSEKLPQPPVIVLQRGACGQGQ-EDPNS--LRHKYNFIADVVEKFAPDVVKHELYRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKNRVKVELKNGATYEAIIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEF   450
gi|13929012|ref|NP_113909.1| LRAASRRSEKLRQPPVIVLQRGACGQGQ-EDPNS--LRHKYNFIADVVEKIAPAVVHIELYRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKNRVKVELKNGATYEAKIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEF   450
gi|114633213|ref|XP_508084.2| LRAASRRSERLHRPPVIVLQRGACGQGQ-EDPNS--LRHKYNFIADVVEKIAPAVVHIELFRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKHRVKVELKNGATYEAKIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEF   450
gi|50345096|ref|NP_001002219.1| LKRVSNRAQSLQQPPVLFIQRGACGTSLHDNPNS--LRYKYNFIADVVEKIAPAVVHIELYRKMVYSKREMAVASGSGFVVSDDGLIVTNAHVVANKNRVKVELKNGASYDAKIKDVDEKADIALIKIDLPNKLPVLLLGRSADLRPGEF   450
gi|162138982|ref|NP_001104652.1| LKRVSNRAQKLQQPPIIFIQRGACGKGHEENPDS--LRHRYNFIADVVEKIAPAVVHIELFRKNVFN-REVAVASGSGFVVSEDGLIVTNAHVVANKHRVKVELKTGTTYDAKIKDVDEKADIALIKIDAPMKLPVLLLGRSADLRPGEF   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                  **********************************************************************************::**:**:** *:*:  ***:***:***:**.: :**** * .****: ****:****..*** .***
gi|4506141|ref|NP_002766.1| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKAITKKKYIGIRMMSLTSSKAKELKDRHRDFPDVISGAYIIEVIPDTPAEAGGL   600
gi|194678839|ref|XP_612097.3| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKAITKKKYIGIRMMSLTPSKAKELKDRHRDFPDVLSGAYIIEVIPDTPAEAGGL   600
gi|9625027|ref|NP_062510.1| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKAVTKKKYIGIRMMSLTSSKAKELKDRHRDFPDVLSGAYIIEVIPDTPAEAGGL   600
gi|13929012|ref|NP_113909.1| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKTVTKKKYIGIRMMSLTSSKAKELKDRHRDFPDVISGAYIIEVIPDTPAEAGGL   600
gi|114633213|ref|XP_508084.2| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKAITKKKYIGIRMMSLTSSKAKELKDRHRDFPDVISGAYIIEVIPDTPAEAGGL   600
gi|50345096|ref|NP_001002219.1| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIRQFLAESYDRLARGRGTTKKRYIGVRMMTLTPSLSKELKGRLRDFPDITSGAYVIEVISKTPAAAGGL   600
gi|162138982|ref|NP_001104652.1| VVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIRQFLAESHDRQAKGKTATKKKYIGVRMMTLTPTLAKELKQRKNDFPDVTSGAYVIEVIPKTPAEVGGL   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  ** ********* : :*.***  ** :.:*. *********::*::* ****
gi|4506141|ref|NP_002766.1| KENDVIISINGQSVVSANDVSDVIKRESTLNMVVRRGNEDIMITVIPEEIDP   652
gi|194678839|ref|XP_612097.3| KENDVIISINGQSVVSANDVSDVIKKESTLNMVVRRGNEDIMITVIPEEIDP   652
gi|9625027|ref|NP_062510.1| KENDVIISINGQSVVTANDVSDVIKKENTLNMVVRRGNEDIVITVIPEEIDP   652
gi|13929012|ref|NP_113909.1| KENDVIISINGQSVVTANDVSDVIKKENTLNMVVRRGNEDIVITVVPEEIDP   652
gi|114633213|ref|XP_508084.2| KENDVIISINGQSVVSANDVSDVIKRESTLNMVVRRGNEDIMITVIPEEIDP   652
gi|50345096|ref|NP_001002219.1| KEHDVIISINGQRISTATDVSAIIKKESSLRVVVRRGNEDIILTIIPMEIDP   652
gi|162138982|ref|NP_001104652.1| KESDVIISINGQRITSASDVSTAIKTDESLRAVVRRGNEDIILTIIPEEIDP   652
                         .......610.......620.......630.......640.......650..


