o factor: name [known/deduced consensus if available]
known promoters (when no consensus can be clearly deduced)
SIGffRid output motifs

m4 Jinks SIGffRid motifs to known promoter(s) it overlap

Table 1: SIGffRid results compared with known SFBSs
motif

Motifs are presented as follow: DNA _motif (R ratio, LRT likelyhood ratio test).
(for S. coelicolor: R > 0.48, LRT > 3.84; for S. avermitilis: R > 0.44, LRT > 3.84)

o factor: HrdB

known HrdB-dependent promoters overlapped by SIGffRid output motifs

?notagget (SCO0598 4, sigBp2) [1]
ttgacenistacggt (SCO1429 ™3, chiD) [2, 3]
ttgacanigcacctt (SCO5003 1% chiA) [3]
ttgaceniqtattet (SCO5376 ™3, chiC) [2, 3]
ttgacanizcaaatt (SCO5673 ™!, chiB) (3]
ttgacaniztagatt (SCOr09 ™', rrnDp2) [4, 5]

other HrdB promoters strongly similar to SIGffRid motifs

tgggcanistaggat (SCO2026, gltBpl) [6]
ttgagenistaggtt (SCO0561, furA) [7]
ttgtcanistageat (SCO3471) [8]
ttgactggtnisttgagt (SCOT263, chiF) [3]
ttgaacnystagtgt (SCO2082, ftsZ2p) (9]

SIGffRid output motifs (spacer range: 14 to 20)
S. coelicolor S. avermitilis

tgacaniz apangt (0.50, 116.11)™"
ttgacnig aoancnt (0.61, 65.76)™2 ttgacnig 19tac (0.47, 28.69)
ttganig 19cta (0.60, 62.49)™3 ttganig19cta (0.49, 43.35)
ttgnig,20ccta (0.47, 67.51)
ttgni7 19cata (0.47, 45.32)
cngnig21taggcet (0.67, 100.33)™4 cngnig oataggcet (0.62, 101.89)

o factor: SigR ggaatniggtt [10]

SIGffRid output motifs (spacer range: 14 to 20)
S. coelicolor S. avermitilis

ggaatnie 19gtt (0.49, 54.69) ggaatni7 19gttg (0.51, 30.98)
gggaanig 2ocgtt (0.48, 42.97)
gaatnyz 18gttg (0.44, 25.36)

o factor: BIAN cgtaacnigcgttga (SCO4768) [11]

SIGffRid output motifs (spacer range: 14 to 20)
S. coelicolor S. avermitilis

cgtaanig 19gtt (0.57, 20.04) gtaacnyz 18gtt (0.52, 17.81)




o factor: ?, motif similar Bacillus subtilis SigE binding site [12] catattniscataca

SIGffRid output motifs (sp
S. coelicolor

acer range: 14 to 20)
S. avermitilis

catanys, 17tac (0.54, 35.40)

o factor (?) involved in sporulation regulation

SIGffRid output motifs (sp
S. coelicolor

acer range: 14 to 20)
S. avermitilis

cngnig1eagtaa (0.49, 67.26)
agtaaniz1scng (0.48, 58.48)

DNA-damage inducible promoters motif ttgtcagtggengtagggt [13]

SIGffRid output motifs (sp
S. coelicolor

tgtcagtnig 15tng (0.59, 37.76)
tgtcaginistng (0.63, 36.63)

acer range: 14 to 20)
S. avermitilis
tgtcagtnig1stng (0.49, 36.73)

SIGffRid output motifs (sp
S. coelicolor

acer range: 8 to 14)
S. avermitilis

tgtcagtgng 12ang (0.85, 62.24)
tgtcagtnis 14tng (0.64, 43.08)

tgtcagtnis 14tng (0.48, 36.05)

TFBS consensus for: BldD

agtganmteace (SCO) [14]

SIGffRid output motifs (sp
S. coelicolor

acer range: 14 to 20)
S. avermitilis

[talgtganis sotnac (0.57, 269.95)
[talgtganie 1scnt (0.55, 290.18)
tgtganig 20tna (0.50, 69.54)
tnanig,18tgtga (0.57, 101.85)
tgtgany7 1gtnt (0.55, 76.95)
tninie,19ctgtga (0.48, 35.58)

[talgtganis sotnac (0.48, 242.80)
[talgtganis 19gnat (0.47, 400.42)
tgtganig sotna (0.49, 99.17)
tnanig,18tgtga (0.46, 100.52)

Other interesting SIGffRid
S. coelicolor

output motifs (spacer range: 14 to 20)
S. avermitilis

taany7 21gtta (0.73, 27.68)
cgggni3,1stta (0.48, 80.37)
ccegnygisgtaa (0.52, 45.87)

taanyz 21gtta (0.48, 18.33)
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