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CAGUUUAGUAGUUUAAUGAAGAAU-GCUAGCUUUGGEGGGUUGGAGGUCUCTGGUUUGGAG-UUGGCUGG-----——-=== =~
—————— GCUUGAGUAGCAAAGUG--GUUAAUGCUDGAGRUUUAGGUICTCA CA-UCAAAGGUUCAAGCCCUUUCUCUAGUU -
---------- GUCUUG-AUAGUAUAAACAUUACUCUGGUCUUGUAARC-CUGAAAUGAAGAU---CUUCUCUUCUCAAGACA
————— COGGLC-GAGUAGUGCAGLUUU-GGUAGCGCARCUGGUUUGGGACCAGU GGGUCGGAGGUUCGAAUCCUCUCUCGCCGA -
------ GUCUGAUUAGCGCAACU--GGCAGAGCARACUGA CUCUUAAUCAGH GGGUUGUGGGUUCGAUUCCCACAUCAGGCA-
——————————— CAUUAAGAAGCUAUGCACCAGCACERAGECUUUUAAGEURGA GAGAGGGGACACCCUCCCCCUUAAUGA-—-
----------- ACUCCCUUAGUAUAAUUAAUAUAARCUGACUUCCAAUUAGUAGAUUCUGAARU--ARACCCAGAAGAGAGUA -
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CAGUOIAGUAGUUU-AA-UGAAGARUGCUAGCUUUGGLGGGUUGGA G- GUCUCUGG- --UU-UGGAG-DUGGCUGG
GOUIGRGUAGEAAAGL-GGUUARUGCUUGAGAUUUAGGUUCUCACA-UCAAAGGUUCAA G- CCCUUUCTCUAR GUTU
GUCUUGATAGUAUA - ---AACAUUACUCUGGUCUUGUARACCUGAA-AUGAAGAUC-UUC-UCUUC-UCAAGACA
CGGOGRGUAGUGLUAGLUUGGUAGCGCARACUGGUUUGGGACCAGUGGGUCGGAGGUUCGAAUCCUCT - CUCGCCGA
GUCUGAUUAGCGCAACU-GGCAGAGCARCUGA CUCUUAAUCAGUGGGUUGUGGGUUCGAUUCCCAC-AUCAGGCA
CAOORRGAHAD GEHAUGLA-CC--FAGEACUAGCCUUUUAAGCUAGA GAGAGGEGACACCC--UCCCC-COUARTGA
ACUCCCUUAGUAUA - ---AUUAAUAUAACUGACUUCCAAUUAGUAGA-UUCUGAAUA-AACCCAG-AAGAGAGUA
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