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x.range

upstream meme PSSM #1; e=4.5e+03
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ccdA
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mog
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Rv1841c

Rv1842c

Rv2095c

fdhF

Rv3694c

rimI

Rv3421c

Rv2181

lpqP

Rv3243c

string
operons −200 −100 −1

hypothetical protein: RV1841C−0.91

hypothetical protein: RV1842C−0.91

PROBABLE MOLYBDOPTERIN BIOSYNTHESIS MOG PROTEIN: RV0865−1.02

POSSIBLE CYTOCHROME C−TYPE BIOGENESIS PROTEIN CCDA: RV0527−1.07

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0528−1.07

REDOXIN PROTEIN (THIOL−DISULFIDE INTERCHANGE PROTEIN): RV0526−1.07

POSSIBLE CYTOCHROME C−TYPE BIOGENESIS PROTEIN CCSA: RV0529−1.07

TING ENZYME FOR N−TERMINAL OF RIBOSOMAL PROTEIN S18): RV3420C−1.11

hypothetical protein: RV3421C−1.11

hypothetical protein: RV2095C−1.31

formate dehydrogenase accessory protein: RV2899C−1.82

IDE) (FORMATE DEHYDROGENASE−H ALPHA SUBUNIT) (FDH−H): RV2900C−1.82

hypothetical protein: RV3243C−1.94

POSSIBLE CONSERVED LIPOPROTEIN LPQP: RV0671−2.15

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3694C−2.18

Probable conserved integral membrane protein: RV2181−3.77

log10(P) upstream meme1 2 log10(P.clust)=−1.52; 16 seqs; 10 uniq
c(0.5, 2.5)
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