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x.range

upstream meme PSSM #1; e=0.00091

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.4

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv0547c

lpqN

Rv3472

Rv3485c

PPE38

TB22.2
sucC

sucD

apt

fadE25

rpfE

hflX

Rv0633c

glmS

Rv3440c

string
operons −200 −100 −1

adenine phosphoribosyltransferase: RV2584C−0.13

PROBABLE RESUSCITATION−PROMOTING FACTOR RPFE: RV2450C−0.37

short chain dehydrogenase: RV0547C−1.27

D−fructose−6−phosphate amidotransferase: RV3436C−1.77

PROBABLE GTP−BINDING PROTEIN HFLX: RV2725C−2.11

PROBABLE CONSERVED SECRETED PROTEIN TB22.2: RV3036C−2.17

succinyl−CoA synthetase subunit beta: RV0951−2.24

succinyl−CoA synthetase subunit alpha: RV0952−2.24

POSSIBLE EXPORTED PROTEIN: RV0633C−2.32

PROBABLE CONSERVED LIPOPROTEIN LPQN: RV0583C−2.33

hypothetical protein: RV3472−4.51

hypothetical protein: RV3440C−4.54

short chain dehydrogenase: RV3485C−4.74

PPE FAMILY PROTEIN: RV2352C−4.87

PROBABLE ACYL−CoA DEHYDROGENASE FADE25: RV3274C−4.99

hypothetical protein: RV0201C−6.96

BLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL11: RV0202C−6.96

POSSIBLE EXPORTED PROTEIN: RV0203−6.96

log10(P) upstream meme1 2 log10(P.clust)=−3.41; 18 seqs; 16 uniq
c(0.5, 2.5)
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