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Cluster: 0074 mtu; resid: 0.42; r/c: 20/37

x.range

upstream meme PSSM #1; e=800

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
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upstream meme PSSM #2; e=1.9e+04

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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Rv2326c

Rv2576c

gabT

ORF04372

bphC

string
operons −200 −100 −1

ORF04372NA
hypothetical protein: Rv11000.00

SERVED HYPOTHETICAL THREONIN AND PROLINE RICH PROTEIN: Rv32090.00
riboflavin synthase subunit beta: Rv1416−0.00

hypothetical protein: Rv2367c−0.01
 PHOH1 (PHOSPHATE STARVATION−INDUCIBLE PROTEIN PSIH): Rv2368c−0.01

BABLE RESPIRATORY NITRATE REDUCTASE (BETA CHAIN) NARH: Rv1162−0.11
ABLE RESPIRATORY NITRATE REDUCTASE (DELTA CHAIN) NARJ: Rv1163−0.11

POSSIBLE EXCISIONASE: Rv2310−0.23
hypothetical protein: Rv2676c−0.86

POSSIBLE MONOPHOSPHATASE CYSQ: Rv2131c−1.18
hypothetical protein: Rv2134c−1.25

BLE TRANSMEMBRANE ATP−BINDING PROTEIN ABC TRANSORTER: Rv2326c−1.33
4−aminobutyrate aminotransferase: Rv2589−1.35

hypothetical protein: Rv2901c−1.46
phosphomannomutase/phosphoglucomutase: Rv3257c−1.48

cysteinyl−tRNA synthetase: Rv2130c−1.76
hypothetical protein: Rv0276−1.93

POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv2576c−2.15
NASE) (2,3−DIHYDROXYBIPHENYL 1,2−DIOXYGENASE) (DHBD): Rv3568c−2.55

log10(P) upstream meme1 2 log10(P.clust)=−0.93; 20 seqs; 18 uniq
c(0.5, 2.5)
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