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x.range

upstream meme PSSM #1; e=0.036

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

x.range

y.
ra
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upstream meme PSSM #2; e=0.31

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

ctaE

qcrCqcrA
qcrB

hpt

adk

mapA

trpD
ctaD

mrp

Rv1751

ansP1
Rv2128

fecB

Rv1508c

string
operons −200 −100 −1

adenylate kinase: RV0733−0.17

methionine aminopeptidase: RV0734−0.17

Probable L−asparagine permease ansP1: RV2127−0.32

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2128−0.32

ROBABLE PERIPLASMIC SUPEROXIDE DISMUTASE [CU−ZN] SODC: RV0432−1.21

Probable membrane protein: RV1508C−4.34

hypoxanthine−guanine phosphoribosyltransferase: RV3624C−5.18

hypothetical protein: RV1751−5.79

PROBABLE MRP−RELATED PROTEIN MRP: RV1229C−7.89

anthranilate phosphoribosyltransferase: RV2192C−13.11

PROBABLE CYTOCHROME C OXIDASE (SUBUNIT III) CTAE: RV2193−13.11

nol−cytochrome C reductase QcrC(cytochrome C subunit): RV2194−13.11

Probable Rieske iron−sulfur protein QcrA: RV2195−13.11

ol−cytochrome C reductase QcrB (cytochrome B subunit): RV2196−13.11

XIDASE POLYPEPTIDE I CTAD (CYTOCHROME AA3 SUBUNIT 1): RV3043C−16.08

 FEIII−DICITRATE−BINDING PERIPLASMIC LIPOPROTEIN FECB: RV3044−16.08

log10(P) upstream meme1 2 log10(P.clust)=−7.69; 16 seqs; 11 uniq
c(0.5, 2.5)
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