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Cluster: 0527 mtu; resid: 0.54; r/c: 21/237
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Cluster: 0527 mtu; resid: 0.54; r/c: 21/237

x.range

upstream meme PSSM #1; e=0.47

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=120

1 3 5 7 91 3 5 7 9
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Rv0779c

Rv2695

cpsY

cyp144

lppF

Rv3351c

mbtA

mbtJ

Rv2491

Rv2492
Rv3649

Rv3177

Rv3352c

Rv0031 Rv0067c

Rv0789c

Rv1490

dinX Rv2767c

Rv2810c

Rv3555c

string −200 −100 −1
PROBABLE TRANSPOSASE: RV2810CNA

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2695−0.53
P LIGASE (SAL−AMP LIGASE) + SALICYL−S−ArCP SYNTHETASE: RV2384−0.63

CRIPTIONAL REGULATORY PROTEIN (POSSIBLY TETR−FAMILY): RV0067C−1.51
EPIMERASE) (URIDINE DIPHOSPHO−GALACTOSE−4−EPIMERASE): RV0806C−1.91

POSSIBLE REMNANT OF A TRANSPOSASE: RV0031−1.92
Probable cytochrome p450 144 CYP144: RV1777−2.23

hypothetical protein: RV3555C−2.37
hypothetical protein: RV2491−2.44

POSSIBLE MEMBRANE PROTEIN: RV2767C−2.49
PROBABLE MEMBRANE PROTEIN: RV1490−2.53

DNA polymerase IV: RV1537−2.53
POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0779C−2.70

hypothetical protein: RV3351C−2.84
POSSIBLE PEROXIDASE (NON−HAEM PEROXIDASE): RV3177−2.89

PROBABLE CONSERVED LIPOPROTEIN LPPF: RV1921C−3.03
hypothetical protein: RV0789C−3.22

POSSIBLE OXIDOREDUCTASE: RV3352C−3.26
PROBABLE HELICASE: RV3649−3.68

hypothetical protein: RV2492−4.01
PUTATIVE ACETYL HYDROLASE MBTJ: RV2385−4.81

log10(P) upstream meme1 2 log10(P.clust)=−2.58; 21 seqs; 21 uniq
c(0.5, 2.5)
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