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hypothetical protein: RV2319C−1.55

s part) ROCD1 (ORNITHINE−−OXO−ACID AMINOTRANSFERASE): RV2322C−1.55

POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2966C−1.81

hypothetical protein: RV3361C−3.63

hypothetical protein: RV3364C−3.63

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV2506−4.25

TIONAL REGULATORY PROTEIN (PROBABLY LRP/ASNC−FAMILY): RV2779C−6.18

PROBABLE LYTB−RELATED PROTEIN LYTB1: RV3382C−8.33

RENYL TRANSFERASE) (POLYPRENYL DIPHOSPHATE SYNTHASE): RV3383C−8.33

GTP cyclohydrolase I: RV3609C−11.68

MEMBRANE−BOUND PROTEASE FTSH (CELL DIVISION PROTEIN): RV3610C−11.68

HYPOTHETICAL ARGININE AND PROLINE RICH PROTEIN: RV3611−11.68

hypothetical protein: RV3355C−11.84

hypothetical protein: RV3357−11.84

hypothetical protein: RV3358−11.84

YDROGENASE + METHENYLTETRAHYDROFOLATE CYCLOHYDROLASE: RV3356C−11.84

aspartyl−tRNA synthetase: RV2572C−14.04

2−dehydropantoate 2−reductase: RV2573−14.04

log10(P) upstream meme1 2 log10(P.clust)=−8.32; 18 seqs; 12 uniq
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