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x.range

upstream meme PSSM #1; e=1.7e−25

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=1.1e−18

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv1728c

glpD2

Rv2680

coaD

mce4F

frr Rv2966c

gltX
Rv2993c

lpdA

Rv3304

lprN
mce4D

mce4C
mce4A

yrbE4A

Rv0479c

TB18.6

string
operons −200 −100 −1

MCE−FAMILY PROTEIN MCE4F: RV3494C−3.76

MILY LIPOPROTEIN LPRN (MCE−FAMILY LIPOPROTEIN MCE4E): RV3495C−3.76

MCE−FAMILY PROTEIN MCE4D: RV3496C−3.76

MCE−FAMILY PROTEIN MCE4C: RV3497C−3.76

MCE−FAMILY PROTEIN MCE4A: RV3499C−3.76

SERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE4A: RV3501C−3.76

PROBABLE CONSERVED MEMBRANE PROTEIN: RV0479C−6.58

hypothetical protein: RV2680−9.84

glutamyl−tRNA synthetase: RV2992C−10.29

EPTA−2,4−DIENE−1,7−DIOATE ISOMERASE (HHDD ISOMERASE): RV2993C−10.29

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2966C−10.59

phosphopantetheine adenylyltransferase: RV2965C−11.92

hypothetical protein: RV1728C−12.56

ribosome recycling factor: RV2882C−12.90

hypothetical protein: RV2140C−14.40

PROBABLE GLYCEROL−3−PHOSPHATE DEHYDROGENASE GLPD2: RV3302C−15.77

flavoprotein disulfide reductase: RV3303C−15.77

hypothetical protein: RV3304−15.77

log10(P) upstream meme1 2 log10(P.clust)=−9.40; 18 seqs; 11 uniq
c(0.5, 2.5)
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