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Cluster: 0577 mtu; resid: 0.50; r/c: 7/241
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Cluster: 0577 mtu; resid: 0.50; r/c: 7/241

x.range

upstream meme PSSM #1; e=150

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

x.range

y.
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upstream meme PSSM #2; e=4.7e+03

1 2 3 4 5 6 7 8
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PE_PGRS19

PE_PGRS20

fadE1

PE_PGRS29

Rv1474c

Rv2182c

lppU
string −200 −100 −1

1−acylglycerol−3−phosphate O−acyltransferase: RV2182C−1.22

PROBABLE LIPOPROTEIN LPPU: RV2784C−1.50

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1474C−1.57

PROBABLE ACYL−CoA DEHYDROGENASE FADE1: RV0131C−1.95

PE−PGRS FAMILY PROTEIN: RV1468C−3.36

PE−PGRS FAMILY PROTEIN: RV1067C−5.40

PE−PGRS FAMILY PROTEIN: RV1068C−6.51

log10(P) upstream meme1 2 log10(P.clust)=−3.07; 7 seqs; 7 uniq
c(0.5, 2.5)
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