
                                             :..:    ***  * ***       : : *   *        :* ::**:* : .:*   ***  *:*::::                                    .:  .:           :: :: :**  :* 
gi|116008026|ref|NP_001036720.1| -ML----RFNLIVAVCENFGIGIRGDLPWRIKS---ELKYFSRTTKRTSDPTKQNAVVMGRKTYFGVPESKRPLPDRLNIVLST-------------TLQESDLPKG-------VLLCPNLETAMKILEEQNE---VENIWIVGGSGVYE   119
gi|119114744|ref|XP_319471.3| MSK----KFSCIVAVCENRGIGINGDLPWKLKQ---ELKYFSHTTKKVNDADKRNAVIMGRKTYFGVPESKRPLPERLNIVLTR-------------NAAAYTFPPD-------VLVCGSLQEALHKLDSTDHGEHIENIWVVGGNSVYK   123
gi|4503323|ref|NP_000782.1| MVG----SLNCIVAVSQNMGIGKNGDLPWPPLR--NEFRYFQRMTTTSSVEGKQNLVIMGKKTWFSIPEKNRPLKGRINLVLSR-------------ELKE-PPQGA-------HFLSRSLDDALKLTEQPELANKVDMVWIVGGSSVYK   123
gi|114599398|ref|XP_001134992.1| MVG----SLNCIVAVSQNMGIGKNGDLPWPPLR--NEFRYFQRMTTTSSVEGKQNLVIMGKKTWFSIPEKNRPLKGRINLVLSR-------------ELKE-PPQGA-------HFLSRSLDDALKLTEQPELASKVDMVWIVGGSSVYK   123
gi|73984093|ref|XP_851329.1| MGPQPWCTLNCIVAVSQNLGIGRNGDLPWPPLR--NEFKCFQRMTTNSSVEGKQNLVIMGRKTWFSIPEKNRPLKDRINIVLSR-------------DLKE-PPQGA-------HFLAKSLDDALKLTEQPELANKVDMVWIVGGSSVYK   127
gi|7106289|ref|NP_034179.1| MVR----PLNCIVAVSQNMGIGKNGDLPWPPLR--NEFKYFQRMTTTSSVEGKQNLVIMGRKTWFSIPEKNRPLKDRINIVLSR-------------ELKE-PPRGA-------HFLAKSLDDALRLIEQPELASKVDMVWIVGGSSVYQ   123
gi|18426814|ref|NP_569084.1| MVR----PLNCIVAVSQNMGIGKNGDLPWPLLR--NEFKYFQRMTTTSSVEGKQNLVIMGRKTWFSIPEKNRPLKDRINIVLSR-------------ELKE-PPQGA-------HFLAKSLDDALKLIEQPELASKVDMVWVVGGSSVYQ   123
gi|118150878|ref|NP_001071351.1| MVR----PLNCIVAVSQNMGIGKNGNLPWPPLR--NEFQYFQRMTTVSSVEGKQNLVIMGRKTWFSIPEKNRPLKDRINIVLSR-------------ELKE-PPKGA-------HFLAKSLDDALELIEDPELTNKVDVVWIVGGSSVYK   123
gi|57528569|ref|NP_001006584.1| MVR----SLNSIVAVCQNMGIGKDGNLPWPPLR--NEYKYFQRMTSTSHVEGKQNAVIMGKKTWFSIPEKNRPLKDRINIVLSR-------------ELKE-APKGA-------HYLSKSLDDALALLDSPELKSKVDMVWIVGGTAVYK   123
gi|55926109|ref|NP_571850.1| MSR----ILNCIVAVCPDMGIGKNGNLPWHPIRLSNELKHFQKMTMTPSDEGKKNVVIMGRKTWFSIPAAHRPLKNRINIVLSR-------------ELKT-APEGA-------HYLASDFSSALHLLDSGELEKLVDQVWIIGGSSLYK   125
gi|17505899|ref|NP_492364.1| -MR----KMNLIVAMDAEGGIGKNGVLPWRIKK---DMQYFASVTKNVSDQSKRNAVLMGRKCWESIPVTRRPLAGRLNIVLSR-------------QLPA-QKSDD-------YIVVNSLEAAMKLLSEPPFVDSIETIWNIGGAEIYD   121
gi|6324810|ref|NP_014879.1| MAGGKIPIVGIVACLQPEMGIGFRGGLPWRLPS---EMKYFRQVTSLTKDPNKKNALIMGRKTWESIPPKFRPLPNRMNVIISR-----------SFKDDFVHDKER------SIVQSNSLANAIMNLESNFKEH-LERIYVIGGGEVYS   129
gi|50306839|ref|XP_453395.1| MS-CKPSVCCVVACLMPGYGIGYQGSLPWRLSK---EMKYFRQLTSATRDSSMRNAVVMGRKTWESIPAKFRPLPNRLNVVVSRNCQLDINDEQTQFTKSRVGDDDDDDGGDDATLYAGDLSRAIDQLIANSKILGLETIYIIGGGDIYR   146
gi|45185810|ref|NP_983526.1| MGISRVPVVSIVACLLPEYGIGYQGQLPWRLAR---EMKYFRQATTATFDPTKRNAVVMGRKTWESIPARWRPLPGRLNVVVSR-----------TYTSPWAHDENG------HVITSNSLQQCVRQLQEQARALGVERIYIMGGAEIYN   130
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                            :                 :                                                          
gi|116008026|ref|NP_001036720.1| EAMASPRCHRLYITKIMQKFDCDTFFPAIP-DSFREVA--PDSDMPLGVQ-------------------EENGIKFEYKILEKHS--   182
gi|119114744|ref|XP_319471.3| EAMESDRCHRIYLTEIKKQFDCDAFFPEIP-NSFMVID--NDPDTPSGVQ-------------------EENGIQYVYKIYENKQQ-   187
gi|4503323|ref|NP_000782.1| EAMNHPGHLKLFVTRIMQDFESDTFFPEIDLEKYKLLP--EYPGVLSDVQ-------------------EEKGIKYKFEVYEKND--   187
gi|114599398|ref|XP_001134992.1| EAMNHPGHLKLFVTRIMQDFESDTFFPEIDLEKYKLLP--EYPGVLSDVQ-------------------EEKGIKYKFEVYEKND--   187
gi|73984093|ref|XP_851329.1| EAMNKPGHLRLFVTRIMHEFEGDTFFPEIDLEKYKLLP--EYPGVLSDVQ-------------------EEKGIKYKFEVYEKND--   191
gi|7106289|ref|NP_034179.1| EAMNQPGHLRLFVTRIMQEFESDTFFPEIDLGKYKLLP--EYPGVLSEVQ-------------------EEKGIKYKFEVYEKKD--   187
gi|18426814|ref|NP_569084.1| EAMNQPGHLRLFVTRIMQEFESDTFFPEIDLEKYKLLP--EYPGVLSEIQ-------------------EEKGIKYKFEVYEKKD--   187
gi|118150878|ref|NP_001071351.1| EAMNKPGHVRLFVTRIMQEFESDAFFPEIDFEKYKLLP--EYPGVPLDVQ-------------------EEKGIKYKFEVYEKNN--   187
gi|57528569|ref|NP_001006584.1| AAMEKPINHRLFVTRILHEFESDTFFPEIDYKDFKLLT--EYPGVPA----------------------------------------   168
gi|55926109|ref|NP_571850.1| EVMERSGHRRLFVTRILKQFDCDTFIPNFDMDKYKLLP--EFPGVPVGLQ-------------------EDNGVQYLFEVYESIKH-   190
gi|17505899|ref|NP_492364.1| LALRENLVDEIHLTRIFKNFEADVHLKSLDFSKMEKVQNAEVSSENSEIF-------------------EENGLKFEFCKWKVVENH   189
gi|6324810|ref|NP_014879.1| QIFSITDHWLITKINPLDKNATPAMDTFLDAKKLEEVFSEQDPAQLKEFLPPKVELPETDCDQRYS--LEEKGYCFEFTLYNRK---   211
gi|50306839|ref|XP_453395.1| QCIPMSHNLFITKIVPDLGMPVPPMDTFLDREQIESQFKEQPHHKLQEIVPKEVSLPQFSADSSSAPTISEKGFTYSFTLWSRDTQ-   232
gi|45185810|ref|NP_983526.1| QSYDLCDHLLVTELQVAPDGPAVLLDTFLARDVLEQSFAKN-SAGPRALLPPSVELPECPAT-----ALEEGGFQFRFALYDHLNRD   211
                         .......160.......170.......180.......190.......200.......210.......220.......230.......


