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Cluster: 0154 mtu; resid: 0.56; r/c: 14/241

x.range

upstream meme PSSM #1; e=6.5

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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upstream meme PSSM #2; e=1.9e+04

1 2 3 4 5 6 7 8 9
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phoY2
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typA Rv3588c

tyrS

Rv2402

string
operons −200 −100 −1

OSINE PHOSPHORYLATED PROTEIN A) (GTP−BINDING PROTEIN): RV1165−1.51

BABLE RESPIRATORY NITRATE REDUCTASE (BETA CHAIN) NARH: RV1162−1.62

ABLE RESPIRATORY NITRATE REDUCTASE (DELTA CHAIN) NARJ: RV1163−1.62

PROBABLE ACYL−CoA DEHYDROGENASE FADE15: RV1467C−2.39

hypothetical protein: RV0530−2.53

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0007−2.69

hypothetical protein: RV2402−2.78

PORT SYSTEM TRANSCRIPTIONAL REGULATORY PROTEIN PHOY2: RV0821C−3.48

hypothetical protein: RV0822C−3.48

tyrosyl−tRNA synthetase: RV1689−3.80

DRASE (CARBONATE DEHYDRATASE) (CARBONIC DEHYDRATASE): RV3588C−5.27

PROBABLE ALDEHYDE DEHYDROGENASE (NAD+) DEPENDENT: RV0147−5.46

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: RV0148−5.46

TASE (NADPH:QUINONE OXIDOREDUCTASE) (ZETA−CRYSTALLIN): RV0149−5.46

log10(P) upstream meme1 2 log10(P.clust)=−3.40; 14 seqs; 10 uniq
c(0.5, 2.5)
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