
                                                                                                                                                                                        
gi|16117781|ref|NP_361014.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|114596393|ref|XP_001153672.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|118089891|ref|XP_420447.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|73977942|ref|XP_867720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|115495821|ref|NP_001069717.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|21218434|ref|NP_536353.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|292609708|ref|XP_693393.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|158294047|ref|XP_315369.4| MRRRQGTTDGMMSESGRISVVGKLAIISDKLAAVKPKRLSDEFFSADDDNDDEEEDDVDDEETKSNGDRCGTDRPNAMVDSEAQASLSEIKN-LSITCCGKRNEKEPKEEEKEKEVGVMCEQNRRSSLHASGSKVDATDPLLPACRDAPK   150
gi|17737533|ref|NP_523922.1| MERGCPAASSESVTSAGERTQSAVTSSTSTWVKSQASTSRKTEASEESGLGAVDAEVGAGREAFVSMSTLREDVEDVCVSSNSQHGFAVVLDDESSTFEISSSNSLPTSAGAASTVGVVAVDDSSSTDTLNGGHPDLG---HPASSEHSR   150
gi|71995913|ref|NP_001023975.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                                                                                        
gi|16117781|ref|NP_361014.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|114596393|ref|XP_001153672.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|118089891|ref|XP_420447.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|73977942|ref|XP_867720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|115495821|ref|NP_001069717.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|21218434|ref|NP_536353.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|292609708|ref|XP_693393.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
gi|158294047|ref|XP_315369.4| ASVLRAAENTIEDDDHPLEQEGQQQHDAAAAAVDEDEELLLDDVQSMDAIERRDFEQEGGFLIRNRSLISGDRLNLEFLNNTNARPASNERRPAEQQPSSAEGLGAGLTATNAVSTNELLPAVEAAAAPTSAQHTTTPTSSRYQHKHDPH   300
gi|17737533|ref|NP_523922.1| QGFFN--EDNEDPPVVCLINDDDDDEEPEPEEDDEEELIEDEDEDAVDIVTGAISCPNTSQLALADGTIMAADGSKIFLETPVVEEAQPHPGQVVTTGSQSELTGKPKRLSDEFLLGEEDQAENLALGRCIKSEPVNPVDDNPSEGDDGA   300
gi|71995913|ref|NP_001023975.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                                                                                                                                                                        
gi|16117781|ref|NP_361014.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|114596393|ref|XP_001153672.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|118089891|ref|XP_420447.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|73977942|ref|XP_867720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|115495821|ref|NP_001069717.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|21218434|ref|NP_536353.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|292609708|ref|XP_693393.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
gi|158294047|ref|XP_315369.4| HHHHNHQQHHHHHHHHQAGKALNSSNSSSSSTGSDSFSSSYNSRETENNSTTKFAVNKLTRNLSASLANCNDKKSDQHQQQQQDAVATSTGSSSTSPIASSFATSSASSSCSSSNYSLYSAASAAGVGTGTGDDDETAPAMVTDAAAATP   450
gi|17737533|ref|NP_523922.1| TCFSLHDRLMSVRLKQMSLTANTVSNPSPAASANAAAPEEASTSNSSSTSSS-----ALSRADIESMDLIERRDFETEQRLTGGIILRTSSMVSQNKLNLSLIKSMAGGSKAANGS---GTANSDDWPSSSNGRTVSSDSKYTYKDLSTT   450
gi|71995913|ref|NP_001023975.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                                                                                                                                                                        
gi|16117781|ref|NP_361014.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|114596393|ref|XP_001153672.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|118089891|ref|XP_420447.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|73977942|ref|XP_867720.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|115495821|ref|NP_001069717.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|21218434|ref|NP_536353.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|292609708|ref|XP_693393.4| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
gi|158294047|ref|XP_315369.4| ALPEECKPAAELAEAFLNANSNDSV-SSGRSLFGVHGTEVEEAAITAVDVQTKEEEEEHTHTHHDDPCCSSTSSTASYSSSSSPLPSQTATAQHAEDVSMSICSSAALPPTASHSASSSVSSAHDESTLTSAAHNDGKPLCDGEADQEDD   600
gi|17737533|ref|NP_523922.1| PTSSRKYTNSRLSKSTAKLNLGSSLGASSCSQHRSGSSSTSKSMESSTSCTGAARTDVYTNTNSNDYPSLAPTTSGSSTSGGSCQQDQ------EENVSASVSYSSVGSQTSQESGCSRTTAIN----PTAACSTGSACLGDSQASTSAS   600
gi|71995913|ref|NP_001023975.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600



                                                                                                                                                                                        
gi|16117781|ref|NP_361014.1| -----------MNQELLSVGSKRRRTGG------------------------------SLRGNPSSSQVDEEQMN-------RVVEEEQQQQLRQQEEEHTARNGEVVGVEPRPGGQNDSQQGQLEENNNRFISVDEDSSGNQEEQEEDE   750
gi|114596393|ref|XP_001153672.1| -----------MNQELLSVGSKRRRTGG------------------------------SLRGNPSSSQVDEEQMN-------RVVEEEQQQQLRQQEEEHTARNGEVVGVEPRPGGQNDSQQGQLEENNNRFISVDEDSSGNQEEQEEDE   750
gi|118089891|ref|XP_420447.2| -----------MNQELLSVGSKRRRTGG------------------------------SLRANASSSQVDEEQMN-------RVVEEEEQQQRQQQEEQHIGRNGEIR-EEPGFDDRRESQQEQLEENNNRLITVDEESTCNQEE--DDD   750
gi|73977942|ref|XP_867720.1| --------------------------------------------------------------------------------------------------MCVPRSGLILSCICLYCG----VLLPVLLPDLPFLTCLSMST----------   750
gi|115495821|ref|NP_001069717.1| --------------------------------------------------------------------------------------------------MCVPRSGLILSCICLYCG----VLLPVLLPNLPFLTCLSMST----------   750
gi|21218434|ref|NP_536353.2| ------------------------------------------------------------------------------------------------MRVCVPSSVLVLSCVCWCWG----VLLPVPLPNLPFLACLSMST----------   750
gi|292609708|ref|XP_693393.4| ----------------------------------------------------------------------------------------------------MLRHCPIP---------------RFSSGPRRKMTKSSGKE----------   750
gi|158294047|ref|XP_315369.4| HEPESTRAMRASSSQPSSCSGRKQDEGGKLSFSCAFPKDDARMSLPDGSKQLSLLPSTSSNGRADSGQPDEHDGASKGGRASGTGHQSQHSQHHHRRQLHHHHHQHQRTNGAGGDGSVDASIGSSSSSTSRAVQANSGGGGTAPAGSAVV   750
gi|17737533|ref|NP_523922.1| TSSGAGASNRCQYATTSTTKAARQVNAS----------------------------AQTQERFLTRSNPPAASGAG------SVGANPTASVRQRRNGSSDVVHLEVVVEEGAGGGDGGVVEPGDFSAEEPWANCDEENNCSDLEEICTC   750
gi|71995913|ref|NP_001023975.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

                                                              .                                              .                             .             .    :  .                      
gi|16117781|ref|NP_361014.1| EHAGEQDEEDEEEEEMDQESDDFDQSDDS---------------------------------SREDEHTHTNSVTNSSSIVDLPVHQLSSPFYTKTTKMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|114596393|ref|XP_001153672.1| EHAGEQDEEDEEEEEMDQESDDFDQSDDS---------------------------------SREDEHTHTNSVTNSSSIVDLPVHQLSSPFYTKTTKMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|118089891|ref|XP_420447.2| EHAGDQEEEVEEEEEMDQESDDFDQSDDS---------------------------------SREDEHANSNSVTNSSSLIDLPIHQ-SSPFYIKT-KMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|73977942|ref|XP_867720.1| ----------LESVTYLPEKGLYCQRLPS---------------------------------SRTHGGTESLKGKNTENMG------FYGTLKMIFYKMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|115495821|ref|NP_001069717.1| ----------LESVTYLPEKGLYCQRLPN---------------------------------SRTHGGTESLKGKNPENMG------FYGTLKMIFYKMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|21218434|ref|NP_536353.2| ----------LESVTYLPEKGLYCQRLPS---------------------------------SRTHGGTESLKGKNTENMG------FYGTLKMIFYKMKRKLDHG------------SEVRSFSLGK----------------------   900
gi|292609708|ref|XP_693393.4| -----------EAPQAPPESLALELADPK---------------------------------EVTKEPIPPQKVLKIFSIN-----IIAQSLPFCRRRMKRKLDHG------------PEVRSFTTGK----------------------   900
gi|158294047|ref|XP_315369.4| ASAGPEVVVASYHQQRDASTNTSNSPEPSEPEIDEEDWADCEEGTDEEVCTCRDYTDEDGFASSEDELPSRDVDLSSYTHLDTISDDLLHDAQTPRLHRKRKLTENRTILYGEAGSPSAESLNYSSRKRLALDGSSASATASSTAAGSAS   900
gi|17737533|ref|NP_523922.1| QNGNGSS--YGGSNASLSETFDMDAMDPDE--------------------------------PISLSLSSASAGFTEYSLTN--PSSLMSHQRKRKFNEGRLLDGG-----------DYSVTISSSGE----------------------   900
gi|71995913|ref|NP_001023975.1| ------------MWPRNDVHMDDGSMTPE----------------------------------DQEPVTDNDMEYN---------------------------DNG-------------EESSYSNGS----------------------   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                   : .                                 .    . : . :  *:  :  *:: *. .*:: .: ::::::  :***:*****:* ** **.: :*  *   ***:.**.
gi|16117781|ref|NP_361014.1| -------KPCKVSEYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQT  1050
gi|114596393|ref|XP_001153672.1| -------KPCKVSEYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQT  1050
gi|118089891|ref|XP_420447.2| -------KPCKVSEYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPRDLLQAAQT  1050
gi|73977942|ref|XP_867720.1| -------KPCKVSEYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQT  1050
gi|115495821|ref|NP_001069717.1| -------KPCKVSEYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQT  1050
gi|21218434|ref|NP_536353.2| -------KPCKVSDYTSTTGLVPCSATPTTFGDLRAAN-------------------GQGQQRRRITSVQ--PPTGLQEWLKMFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPKELALYVLSFLEPKDLLQAAQT  1050
gi|292609708|ref|XP_693393.4| -------KPCP-----SPTG----QQYPATFGDLRAVN-------------------GQVPQRRRITSIQ--PPTGLQEWLRTFQSWSGPEKLLALDELIDSCEPTQVKHMMQVIEPQFQRDFISLLPRELALHVLSFLEPKDLLQAAQT  1050
gi|158294047|ref|XP_315369.4| PGAAGAAGTSATTTSTTTTSASAVTTTPLSSGVVATTPRSSLRSPMNIATTPTSSTLGERKTPRTIIPTKDNPPPELCEWLMQFQRWTHVERLLAVDRLIEHCEPTQVRHMMKVIEPQFQRDFISLLPKELALQVLSYLEPKDLLRAAQT  1050
gi|17737533|ref|NP_523922.1| ----VGGPGSGVSDNCRKRIAYDFASTPRSSQHLGPTAVLSVTPSSHLTSSTPG--SALGRRTPRSVPSRDNPPPELQHWLAQFQRWSHVERLLALDRLIDHCDPSQVRHMMKVIEPQFQRDFISLLPRELALFVLSYLEPKDLLRAAQT  1050
gi|71995913|ref|NP_001023975.1| ---------------SSSYNADKLSSPLQHKLDLSASP-------------------------SRNNDLN----PRVEHLIALFKDLSSAEQMDAFTRLLQESNMTNIRQLRAIIEPHFQRDFLSCLPVELGMKILHNLTGYDLLKVAQV  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                  .: *:::.: : :*:.   :         .                                : :        :. *: *:* . *: **.   :  . **:**:******:*: .: :*:**********.  .*: : **.*******
gi|16117781|ref|NP_361014.1| CRYWRILAEDNLLWREKCKEEG--IDEPLHIK------------------------------RRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|114596393|ref|XP_001153672.1| CRYWRILAEDNLLWREKCKEEG--IDEPLHIK------------------------------RRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|118089891|ref|XP_420447.2| CRYWRILAEDNLLWREKCKEEG--IDEPLHIK------------------------------RRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|73977942|ref|XP_867720.1| CRYWRILAEDNLLWREKCKEEETIIEHETDILY----------------------VILPFKGRRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|115495821|ref|NP_001069717.1| CRYWRILAEDNLLWREKCKEEG--IDEPLHIK------------------------------RRKVIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|21218434|ref|NP_536353.2| CRYWRILAEDNLLWREKCKEEG--IDEPLHIK------------------------------RRKIIKPGFIHSPWKSAYIRQHRIDTNWRRGELKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|292609708|ref|XP_693393.4| CRYWRILAEDNLLWKEKCKEEG--IDEPLHIK------------------------------RRKVIKPGFTHSPWKSAYIRQHRIDTNWRRGDLKSPKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAVTGKCLRTLVGHTGGVW  1200
gi|158294047|ref|XP_315369.4| CRSWRFLADDNLLWKEKCKESGIGIEPSTDRP-----------------------------KRGRTGNMPPISSPWKAAYMRQHIIEMNWRSRPIRTAKVLKGHDDHVITCLQFCGNRIVSGSDDNTLKVWSAITGKCLRTLTGHTGGVW  1200
gi|17737533|ref|NP_523922.1| CRSWRFLCDDNLLWKEKCRKAQILAEPRSDRP-----------------------------KRGRDGNMPPIASPWKAAYMRQHIIEMNWRSRPVRKPKVLKGHDDHVITCLQFSGNRIVSGSDDNTLKVWSAVNGKCLRTLVGHTGGVW  1200
gi|71995913|ref|NP_001023975.1| SKNWKLISEIDKIWKSLGVEEFKHHPDPTDRVTGAWQGTAIAAGVTIPDHIQPCDLNVHRFLKLQKFGDIFERAADKSRYLRADKIEKNWNANPIMGSAVLRGHEDHVITCMQIHDDVLVTGSDDNTLKVWCIDKGEVMYTLVGHTGGVW  1200
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                                  :**:      *:*******::**.   *  :* * ********* :  . :*:****:******:: *  *  * ** *******:**  :***.**: **:*...   *::** **.****** *:.    * ************    
gi|16117781|ref|NP_361014.1| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|114596393|ref|XP_001153672.1| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|118089891|ref|XP_420447.2| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|73977942|ref|XP_867720.1| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|115495821|ref|NP_001069717.1| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|21218434|ref|NP_536353.2| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|292609708|ref|XP_693393.4| SSQMRDN--IIISGSTDRTLKVWNAETGECIHTLYGHTSTVRCMHLHEKRVVSGSRDATLRVWDIETGQCLHVLMGHVAAVRCVQYDGRRVVSGAYDFMVKVWDPETETCLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDVETG  1350
gi|158294047|ref|XP_315369.4| SSQMSGN--IIISGSTDRTLRVWKADTGQCMHILHGHTSTVRCMHLHGNKVVSGSRDATLRVWDVNLGTCLHMLVGHLAAVRCVQYDGKLIVSGAYDYMVKVWNPERQECLHTLQGHTNRVYSLQFDG--IHVVSGSLDTSIRVWDAETG  1350
gi|17737533|ref|NP_523922.1| SSQMSGN--IIISGSTDRTLKVWDMDSGACVHTLQGHTSTVRCMHLHGSKVVSGSRDATLRVWDIEQGSCLHVLVGHLAAVRCVQYDGKLIVSGAYDYMVKIWHPERQECLHTLQGHTNRVYSLQFDG--LHVVSGSLDTSIRVWDVETG  1350
gi|71995913|ref|NP_001023975.1| TSQISQCGRYIVSGSTDRTVKVWSTVDGSLLHTLQGHTSTVRCMAMAGSILVTGSRDTTLRVWDVESGRHLATLHGHHAAVRCVQFDGTTVVSGGYDFTVKIWNAHTGRCIRTLTGHNNRVYSLLFESERSIVCSGSLDTSIRVWDFTRP  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                     .*   * ** ******:*: ***** **** *::***  * *:: *.*   *:**:*.**:   .:* ************:. * :**:** *:***.** :**: :..* * *******.*****:::****.        
gi|16117781|ref|NP_361014.1| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|114596393|ref|XP_001153672.1| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|118089891|ref|XP_420447.2| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|73977942|ref|XP_867720.1| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|115495821|ref|NP_001069717.1| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPNKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|21218434|ref|NP_536353.2| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPSKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLKTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|292609708|ref|XP_693393.4| ---NCIHTLTGHQSLTSGMELKDNILVSGNADSTVKIWDIKTGQCLQTLQGPHKHQSAVTCLQFN-KNFVITSSDDGTVKLWDLRTGEFIRNLVTLESGGSGGVVWRIRASNTKLVCAVGSRNGTEETKLLVLDFDVDMK-----  1495
gi|158294047|ref|XP_315369.4| ---SCKHALMGHQSLTSGMELRQNILVSGNADSTVKVWDIITGQCLQTLSGPNKHQSAVTCLQFN-SRFVITSSDDGTVKLWDVKTGEFIRNLVLLESGGSGGVVWRIRANDTKLICAVGSRNGTEETKLMVLDFDVEGACLKCS  1495
gi|17737533|ref|NP_523922.1| ---NCKHTLMGHQSLTSGMELRQNILVSGNADSTVKVWDITTGQCLQTLSGPNKHHSAVTCLQFN-SRFVVTSSDDGTVKLWDVKTGDFIRNLVALDSGGSGGVVWRIRANDTKLICAVGSRNGTEETKLMVLDFDVEGACVKCS  1495
gi|71995913|ref|NP_001023975.1| EGQECVALLQGHTSLTSGMQLRGNILVSCNADSHVRVWDIHEGTCVHMLSG---HRSAITSLQWFGRNMVATSSDDGTVKLWDIERGALIRDLVTLDSGGNGGCIWRLCSTSTMLACAVGSRNNTEETKVILLDFDAVYP-----  1495
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