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Cluster: 0277 mtu; resid: 0.43; r/c: 6/181
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Cluster: 0277 mtu; resid: 0.43; r/c: 6/181

x.range

upstream meme PSSM #1; e=6.3

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=9.1

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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Rv2560

Rv2562

glnQ

ctaD

fecB adhC
string −200 −100 −1

hypothetical protein: RV2562−4.65

NE−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER GLNQ: RV2564−5.31

PROBABLE NADP−DEPENDENT ALCOHOL DEHYDROGENASE ADHC: RV3045−6.27

OBABLE PROLINE AND GLYCINE RICH TRANSMEMBRANE PROTEIN: RV2560−7.02

XIDASE POLYPEPTIDE I CTAD (CYTOCHROME AA3 SUBUNIT 1): RV3043C−9.30

 FEIII−DICITRATE−BINDING PERIPLASMIC LIPOPROTEIN FECB: RV3044−9.30

log10(P) upstream meme1 2 log10(P.clust)=−6.97; 6 seqs; 6 uniq
c(0.5, 2.5)
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