
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0421 mtu; resid: 0.58; r/c: 20/245

−
10

−
5

0
5

10

Cluster: 0421 mtu; resid: 0.58; r/c: 20/245

x.range

upstream meme PSSM #1; e=360

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6

x.range

y.
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upstream meme PSSM #2; e=130

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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rmlA
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rplY

Rv0810c
Rv2050

Rv2714

rpfB

whiB4

nadD

Rv1284

Rv1805c

PE20

PPE31

Rv1194c

Rv3898c

Rv0961

Rv1535
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string
operons −200 −100 −1

PPE FAMILY PROTEIN: RV1807NA
50S ribosomal protein L25/general stress protein Ctc: RV1015C−0.01

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV0961−0.11
NSERVED HYPOTHETICAL ALANINE AND LEUCINE RICH PROTEIN: RV2714−0.12

hypothetical protein: RV1194C−0.14
hypothetical protein: RV2050−0.31
hypothetical protein: RV1535−0.34

hypothetical protein: RV1637C−0.59
nicotinic acid mononucleotide adenyltransferase: RV2421C−0.63

hypothetical protein: RV1284−0.78
Probable resuscitation−promoting factor rpfB: RV1009−4.48

hypothetical protein: RV3898C−4.94
hypothetical protein: RV0332−5.46
hypothetical protein: RV0333−5.46

DP−GLUCOSE SYNTHASE) (DTDP−GLUCOSE PYROPHOSPHORYLASE): RV0334−5.46
IRON−REGULATED CONSERVED HYPOTHETICAL PROTEIN TB15.3: RV1636−5.66

hypothetical protein: RV0810C−6.14
E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB4: RV3681C−6.95

hypothetical protein: RV1805C−9.27
PE FAMILY PROTEIN: RV1806−13.88

log10(P) upstream meme1 2 log10(P.clust)=−3.72; 20 seqs; 18 uniq
c(0.5, 2.5)
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