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Cluster: 0043 mtu; resid: 0.47; r/c: 14/225
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Cluster: 0043 mtu; resid: 0.47; r/c: 14/225

x.range

upstream meme PSSM #1; e=1.5e−07

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.0062

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

●

●

●

●

●

●

●

●

●

●

●

●

●

●

Rv0653c

Rv0654

Rv3405c

fadE22

Rv3174

Rv2642

ctpC

Rv3745c

Rv2777c

Rv3173c

Rv3269

Rv3406

PPE17
PE_PGRS55string

operons −200 −100 −1

hypothetical protein: RV3745C−0.23

hypothetical protein: RV3269−0.36

OBABLE METAL CATION−TRANSPORTING P−TYPE ATPASE C CTPC: RV3270−0.36

PE−PGRS FAMILY PROTEIN: RV3511−2.80

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV2642−3.11

hypothetical protein: RV2777C−3.20

PROBABLE ACYL−CoA DEHYDROGENASE FADE22: RV3061C−3.53

PROBABLE DIOXYGENASE: RV0654−3.71

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV0653C−3.72

PPE FAMILY PROTEIN: RV1168C−5.74

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3405C−13.42

PROBABLE DIOXYGENASE: RV3406−13.42

IONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): RV3173C−15.10

short chain dehydrogenase: RV3174−15.10

log10(P) upstream meme1 2 log10(P.clust)=−5.99; 14 seqs; 13 uniq
c(0.5, 2.5)
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