Cluster: 0066 mtu; resid: 0.56; r/c: 14/259
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upstream meme PSSM #1; e=47 upstream meme PSSM #2; e=3.3e+03
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l0og10(P) upstream mame log10(P.clust)=—4.71; 14 segs; 12 uniq
-9.14 ~—— hypothetical protein: RV1769
-7.92 Mothﬁcal protein: RV0745
-7.08 thypotietiget protei SIRNINES
-6.98 —enoyl-EBA hydratase: RV1472
-6.98 PROBABLE THIOREDBXIN TRXB1: RV1471
-6.98 PRQBABLE THIOREBOXIN TRXA: RV1470

-5.45 PROBABLE CONSERVED LIPOPROTEIN LPOQT: RV1016C

glpx SCRIPTH@NAL REGULATORY PROTEIN (PROBABLY LYSR-FAMILY): RV0377

Rv0348

Rv@377

Rv1885c

1
- string

€c = Operons

-3.31 gherismate-mutase: [RVIBB5C
-2.YROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0996
-2.34 — hypothetical-protein: IRV0992C

13§ ——————————— PF-PGRSFAMILY-PROTEN RV1768
-0.P®SSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0348
-0.21 . fructose-1;6—bisphosphatase-t:[RVI099C
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