
         1                                                                                                                                        140 
pC_repA  AAAGCAGCGGATTTTGTAGGGCGAAAAGCGGAGGTCCCATGCTACTATCCGGCACAGTTTTATTTGCAGGAAAGCGACGATGTAGATTCACAAAATGCAGAAACCAAAAAGCCCCGCTTGCCGGCGGGGCTTTTTGGAAA 
pPsv48A                                                                         ..T..----......AA.TAG..T...................G...G.TAAC....-........... 
 
         141                                                                                                                                     279 
pC_repA  ATCCTGAACAGGCCGTTTGGTTTCGGAATACCTGTTCAACACACATAACGTGAGCTGATTATGGCGTTCACTGCGGCTTTGTGCAAGTCGTCAAAAGTGAAGCCTTCAGTTCACCGCTGAACGGTGGACTTATGGAAAA 
pPsv48A  .A.T..........AGA...ACAATCG.C..........................................................C................................................... 
 

          1                                                                                                                                        140 
 pC_repA  AAAGCAGCGGATTTTGTAGGGCGAAAAGCGGAGGTCCCATGCTACTATCCGGCACAGTTTTATTTGCAGGAAAGCGACGATGTAGATTCACAAAATGCAGAAACCAAAAAGCCCCGCTTGCCGGCGGGGCTTTTTGGAAA 
 pC_repJ  ...........................................................................................G..TC............................................ 
p1448A_B  ......A...........A.......C.A.AG.CC........................................................G..TC............................................ 
 
          141                                                                                                                                      280 
 pC_repA  ATCCTGAACAGGCCGTTTGGTTT-CGGAATACCTGTTCAACACACATAACGTGAGCTGATTATGGCGTTCACTGCGGCTTTGTGCAAGTCGTCAAAAGTGAAGCCTTCAGTTCACCGCTGAACGGTGGACTTATGGAAAA 
 pC_repJ  ...T.............AACGAG-....T...........................................................CT...T.............................................. 
p1448A_B  ..................ACAAGG...TG...........................................................C................................................... 
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          1                                                                      73 
 pPsv48C  MRPDHAISLAIATSPTANADPLASSTHLPPARFFEDGTALNRLLLEAPYMARCSDDKTATRVRPREYALRYPY 
 pPsv48A  .SH.N.....R................M............................................. 
p1448A_B  .SH.N.L..SL......S.....T................................................. 
          293                                                                   365 
 pPsv48C  QLNSSLSLTERQSLAAKRTHELRHKATESKIRAACRQLQDQGKALVRSAIAALAGVSASTVARYAHILSEVTK 
 pPsv48A  ..DG............R........................................................ 
p1448A_B  ..DG...............N...........................A...T.....VR...S.....T..SR 
          366                                                                  437 
 pPsv48C  PATVSVLKVSADERPTVTPGDQAAPREAVQCLKKQAMTDRDQGVSYAVHQISAVPQGPQAGESLKTEHEDGS 
 pPsv48A  .----.......AM...........Q..........L....H.............................. 
p1448A_B  .......R..SKAVSVPPRQ.RSPANQP..APVG.PADG.TL..QSG........E......P..R...... 

              1                                                                      73 
     pPsv48C  MRHLKAVRLPPSDPHSALRRPGRAMPARYAAPRHLSEQQLKNPLIRSAYERLSNMDSYRGQYLRRLDGVHGDR 
PSA3335_1080  .TLH..A..S...........A.N...Q........N..................V...........T..... 
              74                                                                    146 
     pPsv48C  RTRREKFLAIERVAEQLLVRLDLATSVLGYIDPDNGRYVLNTQCGIAEDA-GISAPALCRLMKTLDDAGYVYR 
PSA3335_1080  ...V...QV................GI..F...ES........RK....SE.V.S.V....F....E...... 
              147                                                                   219 
     pPsv48C  RIERIRLDEKDDNGLHLVRTRVLIRFTKLFWKDLGLAYVHERVQKSAKKRRDAQLRDIGQQRLADMEKHSLEL 
PSA3335_1080  ............S..N............Q..........F....H....K.E....EL..R.Q....R..K.. 
              220                                                       280 
     pPsv48C  QRRETSRQRWQAKENREAGVTGTQGAASPSTSPPV------SNTVSSALDRLLASRSKKA  
PSA3335_1080  L...V..K......A.DGNAARMKESR.A.PRQDSTLTRKG.DD.T...E..G..FA..PR 
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Figure S6. Sequence differences among the stem-and-loop structures and deduced

products of rep genes used for the construction of chimeras. (A) Alignment with

Multalin of the SaL fragments from the REx-C modules used for the construction of

chimeras (see Fig. 4A), which end in the common XmnI site. Stem-and-loop structures

1, 2 and 3 are boxed. (B) Mfold predicted folding at 25 ºC of the sequences shown in A.

(C) Alignment of the deduced products of replication initiators of the RepA-PFP (top)

and the RepJ (bottom) replicons. For clarity, long stretches of sequence identity were

removed from the RepA-PFP comparison. Residues identical to the topmost sequences

are shown as dots and mismatches as black characters; dashes indicate gaps to maximize

the alignments.


