Cluster: 0051 mtu; resid: 0.29; r/c: 20/35
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upstream meme PSSM #1; e=96
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upstream meme PSSM #2; e=93

log10(P) upstream meme
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log10(P.clust)=-2.96; 20 seqs; 18 uniq

-4.47 POSSIBLE'RESOEVASEIRV0605
-3.96 PROBABLE TRANSPOSASE: Rv2791c¢
-3.83 PROBABLE-TFRANSPOSASE! RV3115
-3.43 — P OSSIBHEFRANSPOSASEA(FRAGMENT): Rv0829
-3.39 POSSIBLE HYDROFASE: RvV0669¢
-3.39 mrPE-PGRS-FAMIEY-PROTEIN: Rv1840c
C -3.17 = hypothetical pratein: Rv1836¢
(o) TTT T CILLINZ-BENSIFHVE-TFRANSPEPTIDASE-(DD-TFRANSPEPTIDASE): RvV0050
: ?-rsé,;\ -{Aﬁ"ls -3.05 -—hypeﬂwetveaiprotel_
-3.04 hypothetical-protein: Rv0163
FRAGMENT -3.01 - - ww PE-PGRS-FAMILY-PROTEINIRvV2487¢
nuoM RuI836C —2.72 = T mw——transaidolaseIRVIA488
o " -2.72 ..  PUTATIVE OXPP CYCld& PROTEIN OPCATRv1446¢
RV0163 RVQ30 249 ——hypothetical protein: Rv0609
Rvoe6or —2.30 — — 1 hypothetieal protein: Rv3030
v2791c Rv3115 -

S oyeE -2.24 PROBABLE MONOPHOSPHATASE: Rv3137
Rv0605 opcA  —2.07 orotatesphosphoribosyltransferasefRV0382¢

Rv\sog ORFpOZDE_PERS42 J -0.96 NABH-dehydrogenase-stbtm
NA ORFDO0316
RFBQ31 NA . ! ORFDO0315
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