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Cluster: 0143 mtu; resid: 0.53; r/c: 16/239
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Cluster: 0143 mtu; resid: 0.53; r/c: 16/239

x.range

upstream meme PSSM #1; e=0.0048

1 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=130

1 3 5 7 9 111 3 5 7 9
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Rv0081

Rv0082
Rv0083

hycD

hycPhycQ

purB

Rv0776c

cyp126

lpqY

sugA

lppF

Rv1922lipD

Rv0845

pimE

string
operons −200 −100 −1

mannosyltransferase: RV1159−3.34

PROBABLE SUGAR−BINDING LIPOPROTEIN LPQY: RV1235−4.42

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER SUGA: RV1236−4.42

POSSIBLE TWO COMPONENT SENSOR KINASE: RV0845−4.52

PROBABLE CONSERVED LIPOPROTEIN LPPF: RV1921C−4.86

PROBABLE CONSERVED LIPOPROTEIN: RV1922−4.86

PROBABLE LIPASE LIPD: RV1923−4.86

hypothetical protein: RV0776C−4.96

adenylosuccinate lyase: RV0777−4.96

POSSIBLE CYTOCHROME P450 126 CYP126: RV0778−4.96

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0081−5.85

PROBABLE OXIDOREDUCTASE: RV0082−5.85

PROBABLE OXIDOREDUCTASE: RV0083−5.85

POSSIBLE FORMATE HYDROGENLYASE HYCD (FHL): RV0084−5.85

POSSIBLE HYDROGENASE HYCP: RV0085−5.85

POSSIBLE HYDROGENASE HYCQ: RV0086−5.85

log10(P) upstream meme1 2 log10(P.clust)=−5.08; 16 seqs; 8 uniq
c(0.5, 2.5)
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