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x.range

upstream meme PSSM #1; e=23

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=620

1 3 5 7 9 111 3 5 7 9
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PE_PGRS2

Rv1419

iniB

iniA

iniC

PE_PGRS9

PPE30
Rv0658c

glpD1

Rv2250c

Rv2639c

Rv2514c

Rv2515c

Rv0698

PE_PGRS13PE_PGRS21

string
operons −200 −100 −1

PE−PGRS FAMILY PROTEIN: RV0746−1.17

PPE FAMILY PROTEIN: RV1802−1.21

hypothetical protein: RV0698−2.65

hypothetical protein: RV2514C−2.96

hypothetical protein: RV2515C−2.96

hypothetical protein: RV1419−3.11

ISONIAZID INDUCTIBLE GENE PROTEIN INIB: RV0341−3.40

ISONIAZID INDUCTIBLE GENE PROTEIN INIA: RV0342−3.40

ISONIAZID INDUCTIBLE GENE PROTEIN INIC: RV0343−3.40

PROBABLE GLYCEROL−3−PHOSPHATE DEHYDROGENASE GLPD1: RV2249C−3.84

Possible transcriptional regulatory protein: RV2250C−3.84

PE−PGRS FAMILY PROTEIN: RV0124−4.04

PE−PGRS FAMILY PROTEIN: RV0833−4.31

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0658C−4.54

hypothetical protein: RV2639C−4.98

PE−PGRS FAMILY PROTEIN: RV1087−5.11

log10(P) upstream meme1 2 log10(P.clust)=−3.43; 16 seqs; 12 uniq
c(0.5, 2.5)
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