
                                                                                                                                                                                        
gi|4502951|ref|NP_000081.1| MMSFVQKGSWLLLALLHPTIILAQQEAVEG-GCSHLGQSYADRDVWKPEPCQICVCDSGSVLCDDIICDDQELDCPNPEIPFGECCAVCPQPPTAPTRPPNGQGPQGPKGDPGPPGIPGRNGDPGIPGQPGSPGSPGPPGICESCP-TGP   150
gi|114582186|ref|XP_001163665.1| MMSFVQKGSWLLLALLHPTIILAQQEAVEG-GCSHLGQSYADRDVWKPEPCQICVCDSGSVLCDDIICDDQELDCPNPEIPFGECCAVCPQPPTAPTRPPNGQGPQGPKGDPGPPGIPGRNGDPGIPGQPGSPGSPGPPGICESCP-TGP   150
gi|33859526|ref|NP_034060.1| MMSFVQSGTWFLLTLLHPTLILAQQSNVDELGCSHLGQSYESRDVWKPEPCQICVCDSGSVLCDDIICDEEPLDCPNPEIPFGECCAICPQPSTPAPVLPDGHGPQGPKGDPGPPGIPGRNGDPGLPGQPGLPGPPGSPGICESCP-TGG   150
gi|56711254|ref|NP_114474.1| MMSFVQCGTWFLLTLLHPSLILAQQSNVDELGCNYLGQSYESRDVWKPEPCQICVCDSGSVLCDDIMCDDEPLDCPNPEIPFGECCAICPQPSTPAPVIPDGNRPQGPKGDPGPPGIPGRNGDPGLPGQPGLPGPPGSPGICESCP-TGG   150
gi|74004777|ref|XP_851009.1| MTSFVQKGTWLLLALLQPAVISAQQQAIDG-GCSHLGQSYADRDVWKPEPCQICVCDSGSVLCDDIICDEQELDCPNPEIPFGECCAVCPQPPTSPPRPPNGHGPQGPKGDPGPPGIPGRNGDPGIPGQPGSPGSPGPPGICESCP-TGP   150
gi|116003881|ref|NP_001070299.1| MMSFVQKGTWLLFALLHPTVILAQQEAVDG-GCSHLGQSYADRDVWKPEPCQICVCDSGSVLCDDIICDDQELDCPNPEIPFGECCAVCPQPPTAPTRPPNGQGPQGPKGDPGPPGIPGRNGDPGPPGSPGSPGSPGPPGICESCP-TGG   150
gi|118093227|ref|XP_421847.2| MMSFVQKVSLFILAVFQPSVILAQQDALGG--CTHLGQEYADRDVWKPEPCQICVCDSGSVLCDDIICDDQELDCPNPEIPFGECCPVCPQTTPQPTKLP---YTQGPKGDPGSPGSPGRTGAPGPPGQPGSPGAPGPPGICQSCPSISG   150
gi|15218332|ref|NP_173035.1| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                                                                                                               *   : .: *    .*  * *    :.* * * * ..    :*.   .*  *     
gi|4502951|ref|NP_000081.1| QNYSPQYDSYDVKSGVAVGGLAGYP-----GPAGPPGPPGPPGTSGHPGSPGSPGYQGPPGEPGQAGPSGPPGPPGAIGPSGPAGKDGESGRPGRPGERGLPGPPGIKGPAGIPGFPGMKGHRGFDGRNGEKGETGAPGLKGENGLPGEN   300
gi|114582186|ref|XP_001163665.1| QNYSPQYDSYDVKSGVAVGGLAGYP-----GPAGPPGPPGPPGTSGHPGSPGSPGYQGPPGEPGQAGPSGPPGPPGAIGPSGPAGKDGESGRPGRPGERGLPGPPGIKGPAGIPGFPGMKGHRGFDGRNGEKGETGAPGLKGENGLPGEN   300
gi|33859526|ref|NP_034060.1| QNYSPQFDSYDVKSGVGG--MGGYP-----GPAGPPGPPGPPGSSGHPGSPGSPGYQGPPGEPGQAGPAGPPGPPGALGPAGPAGKDGESGRPGRPGERGLPGPPGIKGPAGMPGFPGMKGHRGFDGRNGEKGETGAPGLKGENGLPGDN   300
gi|56711254|ref|NP_114474.1| QNYSPQFDSYDVKSGVGG--MGGYP-----GPAGPPGPPGPPGSSGHPGSPGSPGYQGPPGEPGQAGPAGPPGPPGAIGPSGPAGKDGESGRPGRPGERGLPGPPGIKGPAGIPGFPGMKGHRGFDGRNGEKGETGAPGLKGENGLPGDN   300
gi|74004777|ref|XP_851009.1| QNYSPQFESYDVKAGVAGGGIGGYP-----GPAGPPGPPGPPGTSGHPGSPGSPGYQGPPGEPGQAGPAGPPGPPGAMGPSGPAGKDGESGRPGRPGERGLPGPPGMKGPAGMPGFPGMKGHRGFDGRNGEKGDTGAPGLKGENGLPGEN   300
gi|116003881|ref|NP_001070299.1| QNYSPQYEAYDVKSGVAGGGIAGYP-----GPAGPPGPPGPPGTSGHPGAPGAPGYQGPPGEPGQAGPAGPPGPPGAIGPSGPAGKDGESGRPGRPGERGFPGPPGMKGPAGMPGFPGMKGHRGFDGRNGEKGETGAPGLKGENGVPGEN   300
gi|118093227|ref|XP_421847.2| GSFSPQYDSYDVKAGSVG---MGYPPQPISGFPGPPGPSGPPGPPGHAGPPGSNGYQGPPGEPGQPGPSGPPGPAGMIGPAGPPGKDGEPGRPGRNGDRGIPGLPGHKGHPGMPGMPGMKGARGFDGKDGAKGDSGAPGPKGEAGQPGAN   300
gi|15218332|ref|NP_173035.1| ------------------------------------------------------------------------------------------MTGGVNVDWSIGGSMVTSGGGGCP--MTISGGRLFTGGGDPVIITGGRLSTGAAG-----   300
                         .......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

                                           *   :*.: *    .*  * * .  : *   ..*              *  *.... *..* *   * * *:  .*     *.*     *  :*  * ..*****                 *  :*  ***   **   *
gi|4502951|ref|NP_000081.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSNGAPGQRGEPGPQGHAGAQGPPGPPGINGSPGGKGEMGPAGIPGAPGLMGARGPPGPAGANGAPGLRGGAGEPGKNGAKGEP   450
gi|114582186|ref|XP_001163665.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSNGAPGQRGEPGPQGHAGAQGPPGPPGINGSPGGKGEMGPAGIPGAPGLMGARGPPGPAGANGAPGLRGGAGEPGKNGAKGEP   450
gi|33859526|ref|NP_034060.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSNGSPGQRGEPGPQGHAGAQGPPGPPGNNGSPGGKGEMGPAGIPGAPGLIGARGPPGPAGTNGIPGTRGPSGEPGKNGAKGEP   450
gi|56711254|ref|NP_114474.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSNGSPGQRGEPGPQGHAGAQGPPGPPGNNGSPGGKGEMGPAGIPGAPGLLGARGPPGPAGANGAPGQRGPSGEPGKNGAKGEP   450
gi|74004777|ref|XP_851009.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSNGSPGQRGEPGPQGHAGAPGPPGPPGSNGSPGGKGEMGPAGIPGAPGLIGARGPPGPPGTNGAPGQRGGAGEPGKNGAKGEP   450
gi|116003881|ref|NP_001070299.1| GAPGPMGPRGAPGERGRPGLPGAAGARGNDGARGSDGQPGPPGPPGTAGFPGSPGAKGEVGPAGSPGSSGAPGQRGEPGPQGHAGAPGPPGPPGSNGSPGGKGEMGPAGIPGAPGLIGARGPPGPPGTNGVPGQRGAAGEPGKNGAKGDP   450
gi|118093227|ref|XP_421847.2| GSPGQPGPRGPTGERGRPGNPGGPGAHGKDGAPGAAGPPGPPGPPGTAGFPGSPGFKGEAGPPGPAGASGSPGERGEPGPQGQAGPPGPQGPPGRAGSPGNKGEMGPSGIPGAPGLPGGRGLPGPPGTSGNPGAKGTPGEPGKNGAKGDP   450
gi|15218332|ref|NP_173035.1| ---------GVNVDRSKGGGRRKTGDGGGDPVVISGGENHASG--------------GMGGTSATRGGGGEPVIPGAPPPNRGGGETVIPGAP-----PPIRGGGGEPAIPGAP-----------------PPKRGGGGEPVIPGAP--P   450
                         .......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

                                    :*  **   ** . .     * *. ***   * *                    * ::*  *:   **.. *                            *..*:*  **        .**   *  *:* : * * **      * .
gi|4502951|ref|NP_000081.1| GPRGERGEAGIPGVPGAKGEDGKDGSPGEPGANGLPGAAGERGAPGFRGPAGPNGIPGEKGPAGERGAPGPAGPRGAAGEPGRDGVPGGPGMRGMPGSPGGPGSDGKPGPPGSQGESGRPGPPGPSGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|114582186|ref|XP_001163665.1| GPRGERGEAGIPGVPGAKGEDGKDGSPGEPGANGLPGAAGERGAPGFRGPAGPNGIPGEKGPAGERGAPGPAGPRGAAGEPGRDGVPGGPGMRGMPGSPGGPGSDGKPGPPGSQGESGRPGPPGPSGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|33859526|ref|NP_034060.1| GARGERGEAGSPGIPGPKGEDGKDGSPGEPGANGLPGAAGERGPSGFRGPAGPNGIPGEKGPPGERGGPGPAGPRGVAGEPGRDGTPGGPGIRGMPGSPGGPGNDGKPGPPGSQGESGRPGPPGPSGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|56711254|ref|NP_114474.1| GARGERGEAGSPGIPGPKGEDGKDGSPGEPGANGVPGNPGERGAPGFRGPAGPNGAPGEKGPAGERGGPGPAGPRGVAGEPGRDGTPGGPGIRGMPGSPGGPGNDGKPGPPGSQGESGRPGPPGPSGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|74004777|ref|XP_851009.1| GPRGERGEAGSPGIPGPKGEDGKDGSPGEPGANGLPGAAGERGAPGFRGPAGANGLPGEKGPAGERGGPGPAGPRGAPGEPGRDGVPGGPGMRGMPGSPGGPGSDGKPGPPGSQGESGRPGPPGPSGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|116003881|ref|NP_001070299.1| GPRGERGEAGSPGIAGPKGEDGKDGSPGEPGANGLPGAAGERGVPGFRGPAGANGLPGEKGPPGDRGGPGPAGPRGVAGEPGRDGLPGGPGLRGIPGSPGGPGSDGKPGPPGSQGETGRPGPPGSPGPRGQPGVMGFPGPKGNDGAPGKN   600
gi|118093227|ref|XP_421847.2| GPKGERGENGTPGAPGPPGEEGKRGANGEPGQNGVPGTPGERGSPGFRGLPGSNGLPGEKGPAGERGSPGPPGPSGPAGDRGQDGGPGLPGMRGLPGIPGSPGSDGKPGPPGNQGEPGRSGPPGPAGPRGQPGVMGFPGPKGNEGAPGKN   600
gi|15218332|ref|NP_173035.1| PKRGGGGEPVIPGAPPP-----KRGGGGEPVIPGAP--------------------PPKRGGGGEPVIPGAPPPKR--------------------------GGGGEPVIPG--------APPPKRGGGGEPVIPGAPLPKR-----GGG   600
                         .......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

                                  **    * *      *   : *    *   *  **:                       **: **   :.: *. *  *        *  .  *  *  * .**.   *      . *. *  . :*   :**  *  .. .    :*  
gi|4502951|ref|NP_000081.1| GERGGPGGPGPQGPPGKNGETGPQGPPGPTGPGGDKGDTGPPGPQGLQGLPGTGGPPGENGKPGEPGPKGDAGAPGAPGGKGDAGAPGERGPPGLAGAPGLRGGAGPPGPEGGKGAAGPPGPPGAAGTPGLQGMPGERGGLGSPGPKGDK   750
gi|114582186|ref|XP_001163665.1| GERGGPGGPGPQGPPGKNGETGPQGPPGPTGPGGDKGDTGPPGPQGLQGLPGTGGPPGENGKPGEPGPKGDAGAPGAPGGKGDAGAPGERGPPGLAGAPGLRGGAGPPGPEGGKGAAGPPGPPGAAGTPGLQGMPGERGGLGSPGPKGDK   750
gi|33859526|ref|NP_034060.1| GERGGPGGPGLPGPAGKNGETGPQGPPGPTGPAGDKGDSGPPGPQGLQGIPGTGGPPGENGKPGEPGPKGEVGAPGAPGGKGDSGAPGERGPPGTAGIPGARGGAGPPGPEGGKGPAGPPGPPGASGSPGLQGMPGERGGPGSPGPKGEK   750
gi|56711254|ref|NP_114474.1| GERGGPGGPGLPGPAGKNGETGPQGPPGPTGAPGDKGDAGPPGPQGLQGIPGTSGPPGENGKPGEPGPKGEAGAPGVPGGKGDSGAPGERGPPGTAGTPGLRGGAGPPGPEGGKGPAGPPGPPGTSGPPGLQGMPGERGGPGSPGPKGEK   750
gi|74004777|ref|XP_851009.1| GERGGPGGPGPQGPAGKNGETGPQGPPGPTGPAGDKGDAGPPGPQGLQGLPGTSGPPGENGKPGEPGPKGESGSPGVPGGKGDSGAPGERGPPGAAGPMGPRGGAGPPGPEGGKGAAGPPGPPGSAGTPGLQGMPGERGGPGGPGPKGDK   750
gi|116003881|ref|NP_001070299.1| GERGGPGGPGPQGPAGKNGETGPQGPPGPTGPSGDKGDTGPPGPQGLQGLPGTSGPPGENGKPGEPGPKGEAGAPGIPGGKGDSGAPGERGPPGAGGPPGPRGGAGPPGPEGGKGAAGPPGPPGSAGTPGLQGMPGERGGPGGPGPKGDK   750
gi|118093227|ref|XP_421847.2| GERGPGGPPGTPGPAGKNGDVGLPGPPGPAGPAGDRGEPGPSGSPGLQGLPGGPGPAGENGKPGEPGPKGDIGGPGFPGPKGENGIPGERGAQGPPGPTGARGGPGPAGSEGAKGPPGPPGAPGGTGLPGLQGMPGERGASGSPGPKGDK   750
gi|15218332|ref|NP_173035.1| GESVVPGAPPPKRGGGVIVNGGCETVPPGRGGGGDK----------------------TNGRGGEGREEDNGGGRGAEGGGRGSTGEGVTDGGGRTGNKGGNGGSIKIGVGTNGITGGTGGGEAGAGMQVMQGWGGGGSGAATQVMQGCG   750
                         .......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750



                                  *  ..  .:   *                       *  *. . .      *. *  *: *        *. * .   *. **:*                  . *  * . .* .:*  *:*              .   *..*. * .
gi|4502951|ref|NP_000081.1| GEPGGPGADGVPGKDGPRGPTGPIGPPGPAGQPGDKGEGGAPGLPGIAGPRGSPGERGETGPPGPAGFPGAPGQNGEPGGKGERGAPGEKGEGGPPGVAGPPGGSGPAGPPGPQGVKGERGSPGGPGAAGFPGARGLPGPPGSNGNPGPP   900
gi|114582186|ref|XP_001163665.1| GEPGGPGADGVPGKDGPRGPTGPIGPPGPAGQPGDKGEGGAPGLPGIAGPRGSPGERGETGPPGPAGFPGAPGQNGEPGGKGERGAPGEKGEGGPPGVAGPPGGSGPAGPPGPQGVKGERGSPGGPGAAGFPGARGLPGPPGSNGNPGPP   900
gi|33859526|ref|NP_034060.1| GEPGGAGADGVPGKDGPRGPAGPIGPPGPAGQPGDKGEGGSPGLPGIAGPRGGPGERGEHGPPGPAGFPGAPGQNGEPGAKGERGAPGEKGEGGPPGPAGPTGSSGPAGPPGPQGVKGERGSPGGPGTAGFPGGRGLPGPPGNNGNPGPP   900
gi|56711254|ref|NP_114474.1| GEPGGAGADGVPGKDGPRGPAGPIGPPGPAGQPGDKGEGGAPGLPGIAGPRGGPGERGEHGPPGPAGFPGAPGQNGEPGAKGERGAPGEKGEGGPPGAAGPPGGSGPAGPPGPQGVKGERGSPGGPGAAGFPGGRGLPGPPGNNGNPGPP   900
gi|74004777|ref|XP_851009.1| GEPGSAGADGAPGKDGPRGPTGPIGPPGPAGQPGDKGEGGAPGLPGIAGPRGGPGERGEHGPPGPAGFPGAPGQNGEPGAKGERGAPGEKGEGGPPGVAGPPGGAGPAGPPGPQGVKGERGSPGGPGAAGFPGGRGLPGPPGNNGNPGPP   900
gi|116003881|ref|NP_001070299.1| GEPGSSGVDGAPGKDGPRGPTGPIGPPGPAGQPGDKGESGAPGVPGIAGPRGGPGERGEQGPPGPAGFPGAPGQNGEPGAKGERGAPGEKGEGGPPGAAGPAGGSGPAGPPGPQGVKGERGSPGGPGAAGFPGGRGPPGPPGSNGNPGPP   900
gi|118093227|ref|XP_421847.2| GEPGGKGADGLPGARGERGNVGPIGPPGPAGPPGDKGETGPAGAPGPAGSRGGPGERGEQGLPGPAGFPGAPGQNGEPGGKGERGPPGLRGEAGPPGAAGPQGGPGAPGPPGPQGVKGERGSPGGPGAAGFPGARGLPGPPGNNGSPGPP   900
gi|15218332|ref|NP_173035.1| GGDAGAITQVMQG----------------------WGGGGAGAVTQVMQGCGGGGGGGDGG--------GGQGTGIGGGGGGEQG-----------------TGVGGGGDTCTQVTHGGGGAP-------------LTMIGGGGGEQGVT   900
                         .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                  *  *  *:.   *  .. *  *                                                                                                                                
gi|4502951|ref|NP_000081.1| GPSGSPGKDGPPGPAGNTGAPGSPGVSGPKGDAGQPGEKGSPGAQG---PPGAPGPLGIAGITGARGLAGPPGMPGPRGSPGPQGVKGESGKPGANGLSGERGPPGPQGLPGLAGTAGEPGRDGNPGSDGLPGRDGSPGGKGDRGENGSP  1050
gi|114582186|ref|XP_001163665.1| GPSGSPGKDGPPGPAGNTGAPGSPGVSGPKGDAGQPGEKGSPGAQG---PPGAPGPLGIAGITGARGLAGPPGMPGPRGSPGPQGVKGESGKPGANGLSGERGPPGPQGLPGLAGTAGEPGRDGNPGSDGLPGRDGSPGGKGDRGENGSP  1050
gi|33859526|ref|NP_034060.1| GPSGAPGKDGPPGPAGNSGSPGNPGIAGPKGDAGQPGEKGPPGAQG---PPGSPGPLGIAGLTGARGLAGPPGMPGPRGSPGPQGIKGESGKPGASGHNGERGPPGPQGLPGQPGTAGEPGRDGNPGSDGQPGRDGSPGGKGDRGENGSP  1050
gi|56711254|ref|NP_114474.1| GPSGAPGKDGPPGPAGNSGSPGNPGVAGPKGDAGQPGEKGPPGAQG---PPGSPGPLGIAGLTGARGLAGPPGMPGPRGSPGPQGIKGESGKPGASGHNGERGPPGPQGLPGQPGTAGEPGRDGNPGSDGQPGRDGSPGGKGDRGENGSP  1050
gi|74004777|ref|XP_851009.1| GSSGAPGKDGPPGPPGNNGAPGSPGVSGPKGDAGQPGEKGSPGPQG---PPGAPGPLGIAGITGARGLAGPPGIPGPRGSPGPQGVKGENGKPGPSGHNGERGPPGPQGLPGLAGTAGEPGRDGNPGSDGLPGRDGAPGGKGDRGENGSP  1050
gi|116003881|ref|NP_001070299.1| GSSGAPGKDGPPGPPGSNGAPGSPGISGPKGDSGPPGERGAPGPQG---PPGAPGPLGIAGLTGARGLAGPPGMPGARGSPGPQGIKGENGKPGPSGQNGERGPPGPQGLPGLAGTAGEPGRDGNPGSDGLPGRDGAPGAKGDRGENGSP  1050
gi|118093227|ref|XP_421847.2| GNAGPPGKDGPPGPPGNTGPPGGSGPPGLRGEPGAPGEKGPPGARGERGTPGDPGPQGIIGSRGSTGLPGPRGLPGPAGMAGG---KGEDGKPGVNGVPGERGAPGPQGPMGQRGLPGEPGRDGNPGSDGSPGRDGSPGGKGDRGESGPP  1050
gi|15218332|ref|NP_173035.1| GSDGGGGRGRGGGKVAGGGKKGF-------------------------------------------------------------------------------------------------------------------------------  1050
                         .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                                                                                                                                        
gi|4502951|ref|NP_000081.1| GAPGAPGHPGPPGPVGPAGKSGDRGESGPAGPAGAPGPAGSRGAPGPQGPRGDKGETGERGAAGIKGHRGFPGNPGAPGSPGPAGQQGAIGSPGPAGPRGPVGPSGPPGKDGTSGHPGPIGPPGPRGNRGERGSEGSPGHPGQPGPPGPP  1200
gi|114582186|ref|XP_001163665.1| GAPGAPGHPGPPGPVGPAGKSGDRGESGPAGPAGAPGPAGSRGAPGPQGPRGDKGETGERGAAGIKGHRGFPGNPGAPGSPGPAGQQGAIGSPGPAGPRGPVGPSGPPGKDGTSGHPGPIGPPGPRGNR---------GHPGQPGPPGPP  1200
gi|33859526|ref|NP_034060.1| GAPGAPGHPGPPGPVGPSGKSGDRGETGPAGPSGAPGPAGARGAPGPQGPRGDKGETGERGSNGIKGHRGFPGNPGPPGSPGAAGHQGAIGSPGPAGPRGPVGPHGPPGKDGTSGHPGPIGPPGPRGNRGERGSEGSPGHPGQPGPPGPP  1200
gi|56711254|ref|NP_114474.1| GAPGAPGHPGPPGPVGPSGKNGDRGETGPAGPSGAPGPAGARGAPGPQGPRGDKGETGERGSNGIKGHRGFPGNPGPPGSPGAAGHQGAVGSPGPAGPRGPVGPHGPPGKDGSSGHPGPIGPPGPRGNRGERGSEGSPGHPGQPGPPGPP  1200
gi|74004777|ref|XP_851009.1| GAPGAPGHPGPPGPVGPAGKSGDRGETGPAGPSGAPGPAGSRGPPGPQGPRGDKGETGERGLNGIKGHRGFPGNPGAPGSPGPAGHQGAIGSPGPAGPRGPVGPSGPPGKDGTSGHPGPIGPPGPRGNRGERGSEGSPGHPGQPGPPGPP  1200
gi|116003881|ref|NP_001070299.1| GAPGAPGHPGPPGPVGPAGKSGDRGETGPAGPSGAPGPAGSRGPPGPQGPRGDKGETGERGAMGIKGHRGFPGNPGAPGSPGPAGHQGAVGSPGPAGPRGPVGPSGPPGKDGASGHPGPIGPPGPRGNRGERGSEGSPGHPGQPGPPGPP  1200
gi|118093227|ref|XP_421847.2| GVPGPPGHPGPAGNNGAPGKAGERGFQGPPGPPGSAGPAGARGPAGPQGPRGDKGETGERGSAGIKGHRGFPGTPGLPGPPGPLGPQGAIGSPGASGARGPPGPAGPPGKDGRGGYPGPIGPPGPRGNRGE---SGPAGPPGQPGLPGPS  1200
gi|15218332|ref|NP_173035.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1200
                         ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                                                                                                                        
gi|4502951|ref|NP_000081.1| GAPGPCCGGVGAAAIAGIGGEKAGGFAPYYGDEPMDFKINTDEIMTSLKSVNGQIESLISPDGSRKNPARNCRDLKFCHPELKSGEYWVDPNQGCKLDAIKVFCNMETGETCISANPLNVPRKHWWTDSSAEKKHVWFGESMDGGFQFSY  1350
gi|114582186|ref|XP_001163665.1| GAPGPCCGGVGAAAIAGIGGEKAGGFAPYYGDEPMDFKINTDEIMTSLKSVNGQIESLISPDGSRKNPARNCRDLKFCHPELKSGEYWVDPNQGCKLDAIKVFCNMETGETCISANPLNVPRKHWWTDSSAEKKHVWFGESMDGGFQFSY  1350
gi|33859526|ref|NP_034060.1| GAPGPCCG-GGAAAIVGVGGEKSGGFSPYYGDDPMDFKINTEEIMSSLKSVNGQIESLISPDGSRKNPARNCRDLKFCHPELKSGEYWVDPNQGCKMDAIKVFCNMETGETCINASPMTVPRKHWWTDSGAEKKHVWFGESMNGGFQFSY  1350
gi|56711254|ref|NP_114474.1| GAPGPCCG-GG-AAIAGVGGEKSGGFSPYYGDDPMDFKINTEEIMSSLKSVNGQIESLISPDGSRKNPARNCRDLKFCHPELKSGEYWVDPNQGCKMDAIKVFCNMETGETCINASPMTVPRKHWWTDAGAEKKHVWFGESMNGGFQFSY  1350
gi|74004777|ref|XP_851009.1| GAPGPCCG-GGAAALAAAGGEKAGGFAPYYGDEPMDFKINTEEIMTSLKSVSGQIESLVSPDGSRKHPARNCRDLKFCHPELKSGEYWVDPNQGCKLDAIKVFCNMETGETCLNASPGSVPRKNWWTDSGAEKKHVWFGESMDGGFQFGY  1350
gi|116003881|ref|NP_001070299.1| GAPGPCCGAGGVAAIAGVGAEKAGGFAPYYGDEPIDFKINTDEIMTSLKSVNGQIESLISPDGSRKNPARNCRDLKFCHPELQSGEYWVDPNQGCKLDAIKVYCNMETGETCISASPLTIPQKNWWTDSGAEKKHVWFGESMEGGFQFSY  1350
gi|118093227|ref|XP_421847.2| GPPGPCCG--GGVASLGAGEKGPVGYGYEYRDEPKENEINLGEIMSSMKSINNQIENILSPDGSRKNPARNCRDLKFCHPELKSGEYWIDPNQGCKMDAIKVYCNMETGETCLSANPATVPRKNWWTTESSGKKHVWFGESMKGGFQFSY  1350
gi|15218332|ref|NP_173035.1| ------------------------------------------------------------------------------------------------------------------------------------------------------  1350
                         ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                                                                                                                                                
gi|4502951|ref|NP_000081.1| GNPELPEDVLDVQLAFLRLLSSRASQNITYHCKNSIAYMDQASGNVKKALKLMGSNEGEFKAEGNSKFTYTVLEDGCTKHTGEWSKTVFEYRTRKAVRLPIVDIAPYDIGGPDQEFGVDVGPVCFL  1476
gi|114582186|ref|XP_001163665.1| GNPELPEDVLDVQLAFLRLLSSRASQNITYHCKNSIAYMDQASGNVKKALKLMGSNEGEFKAEGNSKFTYTVLEDGCTKHTGEWSKTVFEYRTRKAVRLPIVDIAPYDIGGPDQEFGVDVGPVCFL  1476
gi|33859526|ref|NP_034060.1| GPPDLPEDVVDVQLAFLRLLSSRASQNITYHCKNSIAYMDQASGNVKKSLKLMGSNEGEFKAEGNSKFTYTVLEDGCTKHTGEWSKTVFEYQTRKAMRLPIIDIAPYDIGGPDQEFGVDIGPVCFL  1476
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