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Cluster: 0188 mtu; resid: 0.59; r/c: 16/238

x.range

upstream meme PSSM #1; e=540
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upstream meme PSSM #2; e=1.2e+03

1 3 5 7 91 3 5 7 9

●

●

●
●

●

●

●

●

●

●

●
●

●

●

●

●

Rv0199

Rv0200

Rv3363cRv3365c

Rv3492c

Rv3493c

cobN

cobC

Rv2228c

Rv2230c

fbiA
fbiB

Rv3362c

mce4B

yrbE4B

Rv1111cstring
operons −200 −100 −1

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0199−1.00

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0200−1.00

hypothetical protein: RV2228C−2.16

hypothetical protein: RV2230C−2.16

hypothetical protein: RV2231C−2.16

cobaltochelatase: RV2062C−2.29

CONSERVED HYPOTHETICAL MCE ASSOCIATED PROTEIN: RV3492C−2.42

TICAL MCE ASSOCIATED ALANINE AND VALINE RICH PROTEIN: RV3493C−2.42

MCE−FAMILY PROTEIN MCE4B: RV3498C−2.42

SERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE4B: RV3500C−2.42

hypothetical protein: RV1111C−3.04

PROBABLE F420 BIOSYNTHESIS PROTEIN FBIA: RV3261−4.31

F420−0−−gamma−glutamyl ligase: RV3262−4.31

PROBABLE ATP/GTP−BINDING PROTEIN: RV3362C−4.72

hypothetical protein: RV3363C−4.72

hypothetical protein: RV3365C−4.72

log10(P) upstream meme1 2 log10(P.clust)=−2.89; 16 seqs; 7 uniq
c(0.5, 2.5)
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