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upstream meme PSSM #1; e=130

Cluster: 0100 mtu; resid: 0.55; r/c: 15/238
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ICOTINAMIDEAMUCLEOTIDE TRANSHYDROGENASE SUBUNIT-BETA): RV0157
COTINAMIBE2NUCLEOTIDE TRANSHYDROGERESE SUBUNIT ALPHA): RV0156

COTINAMIDEXNUEEEOFIDE-TFRANSHYDROGENRSE-SUBUNIT-ALPHAJIRVOT5S

-1.75 short chain dehydrogenasé: RV3224

A -6.65 mmm————hypotheticat-proteiilRVAT751

&&l C o -4.66 wmm  hypothetical protein: RV2953
5RO G v e +SE-AJIRVO00S
-4.43 ~ POSSIBLE OXIDOREDUCTASE: RV3725

Pvts -3.21 —phosphomannomutase/phosphoglucomutase:[RV3257C

pnERD -3.21 hypotheticat-protein:(RV3256C

A SE) THT) (PBIOBPHOHEXOISOMERASEHPHOSPHOHEXEMETASE: RIS
Rva726 —2.84 PROBABLE ESTERASE/LIPASE LIPP: RV2463

P 246 POSSIBLE DEHYDROGENASE: RV3726

}3953 -2.19 ~POSSIBLE-PROTEIN-TRANSPORTPROTEIN-SECE2: RV0379

. dihydroorotate-dehydrogenase-2:RV2139
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