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papA3
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Rv3588c
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moaE1
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string
operons −200 −100 −1

hypothetical protein: RV0455C−0.05
hypothetical protein: RV1639C−0.05

PROBABLE ESTERASE/LIPASE LIPF: RV3487C−0.08
DRASE (CARBONATE DEHYDRATASE) (CARBONIC DEHYDRATASE): RV3588C−0.27

hypothetical protein: RV3614C−0.32
hypothetical protein: RV3615C−0.32

SERVED HYPOTHETICAL ALANINE AND GLYCINE RICH PROTEIN: RV3616C−0.32
ONSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA3: RV1182−0.62

hypothetical protein: RV3613C−1.23
alpha−ketoglutarate decarboxylase: RV1248C−1.23

hypothetical protein: RV2302−1.43
hypothetical protein: RV3849−1.47

ATP−dependent protease ATP−binding subunit: RV2457C−1.96
hypothetical protein: RV2632C−2.71

hypothetical protein: RV3633−2.75
hypothetical protein: RV3528C−3.10

T) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 2): RV3119−3.34
hypothetical protein: RV3120−3.34

hypothetical protein: RV0108C−3.47
IPTIONAL REGULATORY PROTEIN (PROBABLY CRP/FNR−FAMILY): RV3676−3.60

log10(P) upstream meme1 2 log10(P.clust)=−1.58; 20 seqs; 17 uniq
c(0.5, 2.5)
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