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CTCTATATTTTGACATAGAGTATCTTTTAACAATGGGATTACTAATTTAAAAAATACCAATTATTTTCACT

AATTTTCATACCTCTATGGATGACGGTGATTGCAAAATACACAAGTATGTAAATGCTACCATTAATATTG
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GCCGCAATTCTAACAAAATCTTCACCTTCAAATAAACCATCAGAAGTTAGTGTTGGTGATAATTCGGCTGT

TTTGCCGTGGGCGCGCCAATCAAATAAAACTACAGCAAATCCTTGAGCGTATGCTTTACGTCCCAGCAATC

TCAAAAACCATTCATTTTCTAGATCGCCTGTAATGCCATAAGTCCCTACAATCGTACTGTGGGCATTTTCA

GGTATGGCAATCAAACAAAAAATAGGTACATTTTGCCCACCCATTAATACTGTTTTATGATACTGAGGTTC

TGGATGGAGAGTTGTATTTTGCCAATAACGTTTTCCCCACAAAGTAGTGTAAACAGTTGTAACAACACCAT

TTCTCAGAAACACAGGCGGATTGTAGGGAGGGAAACATATCATACTGCGAATTTAATGTAATTTTAGTTTT

GTTTTCTTCATACTAGTAGTTTTAAGGTTTATGTTAGATTTAAAATCTTTTTTATAATCAAGACAGAAATC

TTTGTATCTACCAAAGGTTCTTATTTATCCTTAATAAGTAGTAATAATTT
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GGAAGTTATACAGATCAATTTTAAGTAAATGTATGTATACTTCTCTAGAATTAGCTGTGCATTCACCTATGG

TGAGCCAAACACTATCTCCTGGGTATGCTCATCCAACATCTAAGGTAAGGCGAAGCCCAGTCCAAATGTTGG

TGTTTGGTCTCATAGCAGACTTTCACACTTACAATCTTGTTAAGGTTGGCAGTAGTGATAACAATCAAGAAG
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CTCAAGCATTTATTAAGTAAAGTAAACAATATTATTTAATTGTAAACAATATTATTTAATTGTTAAACGGT

TTTTCACCTAAAGGCATTACAACCTTTATAAAACAATAATTTTTAGAGAAGTCTGTATGGATTAACACTAT

CTTACAAAACTTAATAATAAATTCACTCAAGCCATATATAAAATACGAACTAAGGTTTTCAAAGCAATTAA

AAAACAGA
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name

P-value Q-value Strand Matched sequence

PkaiABC (1) 6.56e-05 0.0489 - AAATGGTTACATTTTGTAAAGTTGT

PkaiABC (2) 2.89e-04 0.0776 + TGACATAGAGTATCTTTTAACAATG

PpecB (1) 1.98e-04 0.0692 - ATATTGTTTACTTTACTTAATAAAT

PpecB (2) 1.27e-05 0.0395 - AAAAATTATTGTTTTATAAAGGTTG

PrpaA (1) 3.78e-04 0.0902 + CAATTCTAACAAAATCTTCACCTTC

PrpaA (2) 1.84e-05 0.0395 + TAGTTTTAAGGTTTATGTTAGATTT

PrpaA (3) 7.12e-05 0.0489 - AAATTATTACTACTTATTAAGGATA

P!sZ (1) 3.26e-05 0.0822 - GTATACATACATTTACTTAAAATTG

P!sZ (2) 9.79e-05 0.0898 + CACACTTACAATCTTGTTAAGGTTG

RpaA consensus

binding mo!f

Figure 3 – figure supplement 2: Schematic representation and regulatory sequences of the kaiABC, rpaA,
pecB and ftsZ promoter regions in Anabaena. Highlighted in grey are shown the in silico determined RpaA
binding sites, with numbers indicating the relative position respect to the transcriptional start site (TSS).
Additional TSS (indicated with an asterisk) are shown in the promoter regions. The putative −10 elements
are underlined. The table at the bottom shows the output of a FIMO analysis (see Appendix 1 - Supplemental
methods), where the p-value of a motif occurrence is defined as the probability of a random sequence of the
same length as the motif matching that position of the sequence with as good or better a score; and the q-value
as the false discovery rate if the occurrence is accepted as significant.


