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Cluster: 0473 mtu; resid: 0.49; r/c: 9/241
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x.range

upstream meme PSSM #1; e=5.4e−06
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x.range

y.
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upstream meme PSSM #2; e=7.2e−06

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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Rv0508

gltA

glgB

glgE

glgP

Rv3205c string
operons −200 −100 −1

hypothetical protein: RV3205C−4.95

type II citrate synthase: RV0896−5.52

glycogen branching enzyme: RV1326C−17.13

PROBABLE GLUCANASE GLGE: RV1327C−17.13

PROBABLE GLYCOGEN PHOSPHORYLASE GLGP: RV1328−17.13

B1 (PSP) (O−PHOSPHOSERINE PHOSPHOHYDROLASE) (PSPASE): RV0505C−17.28

PROBABLE CONSERVED MEMBRANE PROTEIN MMPS2: RV0506−17.28

BABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL2: RV0507−17.28

hypothetical protein: RV0508−17.28

log10(P) upstream meme1 2 log10(P.clust)=−14.55; 9 seqs; 6 uniq
c(0.5, 2.5)
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