
                                                               **:*  **: *..::*:::.  :   *:.*.*:. *::*.:.  .::..:* :: :***:                      :. **    :.  *  : :.: ::.  ::*.: :**: :
gi|167860126|ref|NP_002630.2| -----------------------------MDALQLANSAFAVDLFKQLCEKEPLGNVLFSPICLSTSLSLAQVGAKGDTANEIGQVLHF----------------------ENVKD----VPFGFQTVTSDVNKLSSFYSLKLIKRLYVD    95
gi|114673424|ref|XP_523955.2| MLAVFPAPNPLSTRNTAEGVKSLNHTRPTMDALQLANSAFAVDLFKQLCEKEPLGNVLFSPICLSTSLSLAQVGAKGDTANEIGQVLHF----------------------ENVKD----VPFGFQTVTSDVNKLSSFYSLKLIKRLYVD   124
gi|6678103|ref|NP_033283.1| -----------------------------MDALRLANSAFAVDLFKQLCERDPAGNILFSPICLSTSLSLAQVGTKGDTANEIGQVLHF----------------------ENVKD----VPFGFQTVTSDVNKLSSFYSLKLVKRLYID    95
gi|16923954|ref|NP_476449.1| -----------------------------MDALRLANSAFAVELFKQLCEKEPAGNILFSPICLSTSLSLAQVGAKGDTANEIGQVLHF----------------------ENVKD----VPFGFKPITSDVNKLSSFYSLKLIKRLYID    95
gi|118086487|ref|XP_418986.2| -----------------------------MDALQLANTAFAVDMFKKLCEKDRTANIVFAPLCTSTSLALAYKATKGDTADQMKKVLHL----------------------QDVKD----VSFGFQTVTADVSKLTSFFALKMVKRLFVD    95
gi|73945849|ref|XP_533382.2| -----------------MECGSELTLRPTMDALRLANSAFAVDLFKQLCEKEPAGNVLFSPICLSTSLSLAQVGAKGDTANEIGQVLHF----------------------ENIKD----VPFGFQTVTSDVNKLSSFYSLKLIKRLYVD   107
gi|194664929|ref|XP_001253249.2| -----------------------------MDSLIAANTKFCFDLFQKISTDDCRKNIFFCPLSLSAALGMVRLGARSGSARQIDQVLHFNEFSQNKGNEPDPCLKKAEQETESSKDESGLLSCYFGQLLSKLARIKVDYTLSIANRLYGE   121
gi|194678197|ref|XP_001790210.1| -----------------------------MDSLIAANTKFCFDLFQKISTDDCRKNIFFCPLSLSAALGMVRLGARSGSARQIDQVLHFNEFSQNKGNEPDPCLKKAEQETESSKDESGLLSCYFGQLLSKLARIKVDYTLSIANRLYGE   121
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                  :.:   .:::... : : . :* *:*:.. *::: :**  :.. ::*:::::: .:*:..:* :::***.**  :* * *   :  :. * :.:::.* *:**. :. * :* :. :.  *:***  : ::.*.::**..  *: ..**:
gi|167860126|ref|NP_002630.2| KSLNLSTEFISSTKRPYAKELETVDFKDKLEETKGQINNSIKDLTDGHFENILADNSVNDQTKILVVNAAYFVGKWMKKFSESETKECPFRVNKTDTKPVQMMNMEATFCMGNIDSINCKIIELPFQNKHLSMFILLPKDVEDESTGLEK   245
gi|114673424|ref|XP_523955.2| KSLNLSTEFISSTKRPYAKELETVDFKDKLEETKGQINNSIKDLTDGHFENILADNSVNDQTKILVVNAAYFVGKWMKKFPESETKECPFRVNKTDTKPVQMMNMEATFCMGNIDSINCKIIELPFQNKHLSMFILLPKDVEDESTGLEK   274
gi|6678103|ref|NP_033283.1| KSLNPSTEFISSTKRPYAKELETVDFKDKLEETKGQINSSIKELTDGHFEDILSENSISDQTKILVVNAAYFVGKWMKKFPESETKECPFRISKTDTKPVQMMNLEATFCLGNIDDISCKIIELPFQNKHLSMLIVLPKDVEDESTGLEK   245
gi|16923954|ref|NP_476449.1| KSLNLSTEFISSTKRPYANELETVDFKDKLEETKGQINSSIKELTDGHFEDILPENSISDQTKILVVNAAYFVGKWMKKFPESETKECPFRINKTDTKPVQMMNLEATFCLGNIDDINCKIIELPFQNKHLSMLIVLPKDVEDESTGLEK   245
gi|118086487|ref|XP_418986.2| KSLSPTTDFVNSTKRPFPSELELVEFKEKTEETRQKINKSLSELTDGKMENILNEDSVSDQTQILLVNAAYFVTNWMKKFPEAEIKECPFKVNKTETKPVQMMNLEATFCLGYVKELNVAILELPCLNKHISMLILLPKDIEDETTGLEK   245
gi|73945849|ref|XP_533382.2| KSLNPSTEFISSTKRPYDKEMETVDFKDKLEETKGQINQSIKDLTDGRFENILADNSVSDQTKILVVNAAYFVGKWMKKFPESETKECPFRINKTDTKPVQMMSMEATFCMGNVDGINCKIIELPFQNKHLSMLILLPKDVEDESTGLEK   257
gi|194664929|ref|XP_001253249.2| REFPICPEYLDGVIQFYHTTVESVDFRKDSEKSRQEINFWVESQSQGKIKELFSKDSINSETVLVLVNAVYFKAKWEKYFDCENTVDAVFSLSESEKKNVKMMNQNGLFRIGFVDELKAQILELPYTKGKLDMVVLLPSGSADNLKALEE   271
gi|194678197|ref|XP_001790210.1| REFPICPEYLDGVIQFYHTTVESVDFRKDSEKSRQEINFWVESQSQGKIKELFSKDSINSETVLVLVNAVYFKAKWEKYFDCENTVDAVFSLSESEKKNVKMMNQNGLFRIGFVDELKAQILELPYTKGKLDMVVLLPSGSADNLKALEE   271
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                  :*: :. *.* .*:... *:: :* : :*:*.:*   * :. *:.:*:. :*.*  :*:* :.   .: :*:::*:. **: *:* ::: ..*   :::.    : ::*::**:::.*****:.::: *:. *                 
gi|167860126|ref|NP_002630.2| IEKQLNSESLSQWTNPSTMANAKVKLSIPKFKVEKMIDPKACLENLGLKHIFSEDTSDFSGMSETKGVALSNVIHKVCLEITEDGGDSIEVPGARILQHK----DELNADHPFIYIIRHNKTRNIIFFGKFCSP----------------   375
gi|114673424|ref|XP_523955.2| IEKQLNSESLSQWTNPSTMANAKVKLSIPKFKVEKMIDPKASLENLGLKHIFSEDTSDFSGMSETKGVALSNVIHKVCLEITEDGGDSIEVPGARILQHK----DELNADHPFIYIIRHNKTRNIIFFGKFCSP----------------   404
gi|6678103|ref|NP_033283.1| IEQQLNPETLLQWTNPSTMANAKVKLSLPKFKVEKMIDPKASLESLGLKSLFNESTSDFSGMSETKGVSLSNVIHRVCLEITEDGGESIEVPGSRILQHK----DEFNADHPFIYIIRHNKTRNIIFFGKFCSP----------------   375
gi|16923954|ref|NP_476449.1| IEKQLNPETLLQWTNPSTMANAKVKLSLPKFKVEKMIDPKASLESLGLKSLFNESTSDFSGMSETKGVSVSNVIHRVCLEITEDGGDSIEVPGSRILQHK----DEFKADHPFLFIVRHNKTRNIVFLGKFSSP----------------   375
gi|118086487|ref|XP_418986.2| LEKALTPETLLQWTNPSMMANTKVNVFLPKFSVEGDYDLKPLLESLGMTNVFNESASDFSEMCETKGVVLSKIIHKVSLEVNEQGGESLEVPGYRILQHK----DEFKADHPFIFLFRHNKTRNVILSGRFCSP----------------   375
gi|73945849|ref|XP_533382.2| VEQQLNSETLLQWTNPSTMANAKVKLSIPKFKVEKIIDPKASLENLGLKNIFNENTSDFSGMSETKGVALSNVIHRVCLEITEDGGDSIEVPGSRILQHK----DEFNADHPFIYIIRHNKTRNIIFFGKFYSGTAPSTMLAISSLWMDS   403
gi|194664929|ref|XP_001253249.2| LERNITYEKLVSWSSSENMSEKRVAVSFPRFTLEDSYDLNPILQDMGITDIFDETKADLSGISPRPSLYLSKVVHKTFLEVDENGTQAVAASGVVGMEKSSPSWETFNANRPFLFFIRHNKTQTILFYGRVCSP----------------   405
gi|194678197|ref|XP_001790210.1| LERNITYEKLVSWSSSENMSEKRVAVSFPRFTLEDSYDLNPILQDMGITDIFDETKADLSGISPRPSLYLSKVVHKTFLEVDENGTQAVAASGVVGMEKSSPSWETFNANRPFLFFIRHNKTQTILFYGRVCSP----------------   405
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|167860126|ref|NP_002630.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|114673424|ref|XP_523955.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   404
gi|6678103|ref|NP_033283.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|16923954|ref|NP_476449.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|118086487|ref|XP_418986.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|73945849|ref|XP_533382.2| LVAANTKFCFDLFQEISKDDHHKNIFFCPLSLSAALGMVRLGARSDSAEQIDQVLHFSEFSQNESKEPDPCLKSKKQEVLADSSLEAQEEIKGSLQEESSSDESGLLSCYFGHLLSKIDRIRVDYTLSIANRLYGEQGFPICPEYLDGVI   553
gi|194664929|ref|XP_001253249.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   405
gi|194678197|ref|XP_001790210.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   405
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                                                                                                                                                                        
gi|167860126|ref|NP_002630.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|114673424|ref|XP_523955.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   404
gi|6678103|ref|NP_033283.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|16923954|ref|NP_476449.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|118086487|ref|XP_418986.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   375
gi|73945849|ref|XP_533382.2| QFYHTTIESIDFRKETEKSRQQINFWVESQSQGKIKELFDKDAIDSTTVLVLVNAVYFKAKWEKYFDSKNTVDAPFSLNENEKKTVKMMHQKGLFRIGFIEELKAQILEMRYIKGALSMFVLLPPYSADNVKGLEELEKNITHEKIVAWS   703
gi|194664929|ref|XP_001253249.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   405
gi|194678197|ref|XP_001790210.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   405
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                                                                                                                                          
gi|167860126|ref|NP_002630.2| ------------------------------------------------------------------------------------------------------------------------   375
gi|114673424|ref|XP_523955.2| ------------------------------------------------------------------------------------------------------------------------   404
gi|6678103|ref|NP_033283.1| ------------------------------------------------------------------------------------------------------------------------   375
gi|16923954|ref|NP_476449.1| ------------------------------------------------------------------------------------------------------------------------   375
gi|118086487|ref|XP_418986.2| ------------------------------------------------------------------------------------------------------------------------   375
gi|73945849|ref|XP_533382.2| SSENMSEETVEVSFPQFTLEDSYDLNSILQDMGITDVFEEGKADLTGISPSPNLYLSKVVHKTFVEVDEDGTQAVAASGAVGMERSLSSGVTFTVDHPFLFFIRHNKTKTILFYGRVCSP   823
gi|194664929|ref|XP_001253249.2| ------------------------------------------------------------------------------------------------------------------------   405
gi|194678197|ref|XP_001790210.1| ------------------------------------------------------------------------------------------------------------------------   405
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870


