RTM1
RTM2 -2

RETHM1
RTMZ -2

ETH1
RTMZ2 -2

ETM1
RTMZ2 -2

ETM1
RTHMZ -2

RTM1
RTM2 -2

RETHM1
RTM2 -2

61
61

121
121

18l
131

241
241

10l
30l

36l
36l

-------------------------------------------- SAY KNI EMEEQQ P
MHQRTLETQNSTETSQKTTQPSTNQEPNPEISEKEVDGRERGFREENESUK PMEEQQP

VETPLPSEENELMLLOEPOWVINEQPRPEARKEVPISENTSISQRSNENDS SSpNUQNHNHO
VETPLPSEENML VINKEQPRPEAKEVPISSNTSISQRSNSNDSSS5MA0NHNHQ

C C C
HEHS S ISRQESKPWLOEPKPELPTSIDIGHNEIWKLCRFDAGMNGCRNSSQDCEFIHLDLI
HREHSES ISRQESKPELOEPKEPELPTSIDIGNEIWEKELCRFDAGMNGCRENSSQDCEFIHLDLI

EQVALSDEEELANVAIWNWDOARLDSEYQPSDEDLLNSWVHNSNENEGNPLFWEYETMIEE
EQVALSDEEELANVAIWNWDOARELDSEYQPSDEDLLNSWVNSHNENEGHNPLFMEYETMIEE

KFDPEFVOLTEDLTAEQMELEELONAFOQVEEQRYMSELSSELEQEILEESRQEAFDELLSE
KDPEFVOLTEDLTAEQMELEELONAFOQVEEQRYMSELSSELEQEILIGESRQEAFDELLSE

SAQKRWAASEAALSQESSSIEYLPPSQQKYSNRY|MMIPHHE|QYLPFENSQYSSLOQQPK

SARQEREAAA SEARAL SEQOESSSIEYLPPSQQEYSNRY)MIPHHEMOYLPFENSQYSSLOQQQPK

SPMRTSQQOHYYQONNTQSYQPQHMAHNWNEPTYQHQQSNNQRFEPSYRPSYY
SPMRTSQQQOHYYQONNTQSYQPQHMAHNWNPTYQHQQSNNQRFEPSYKPSYY

Figure A: Pair-wise alignment of REP-1 and REP 2-2 ORF1 amino acid sequences. In all multiple
sequence alignments in this study black and grey backgrounds indicate invariant and similar amino
acid residues respectively. The CCCH zinc-finger is indicated above the aligned sequence.

An asterix marks the first and last amino acid of the predicted coiled coil.



