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RHOA-REF MAAIRKKLVIVGDGACGKTCLLIVFSKDQFPEVYVPTVFENYVADIEVDGKQVELALWDT 60
RHOA-ALU MAAIRKKLVIVGDGACGKTCLLIVFSKDQFPEVYVPTVFENYVADIEVDGKQVELALWDT 60
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RHOA-REF AGQEDYDRLRPLSYPDTDVILMCFSIDSPDSLENIPEKWTPEVKHFCPNVPIILVGNKKD 120
RHOA-ALU AGQEDYDRLRPLSYPDTDVILMCFSIDSPDSLENIPEKWTPEVKHFCPNVPIILVGNKKD 120
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RHOA-REF LRNDEHTRRELAKMKQEPVKPEEGRDMA-----====——————————-— NRIGAFGYMECSA 161
RHOA-ALU LRNDEHTRRELAKMKQEPHCVARLECCGTILAQLQPPPPRFKRFPCLSLLSSWGYRRPLP 180
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RHOA-REF KTKDGVREVFEMATRAALQARRGKKKSGCLVL 193
RHOA-ALU --HPGAGET-—--—=--—====—=-————————— 187
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