
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0258 mtu; resid: 0.59; r/c: 16/248
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Cluster: 0258 mtu; resid: 0.59; r/c: 16/248

x.range

upstream meme PSSM #1; e=1.4e−40

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=11

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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Rv0277c

PE_PGRS3

PE_PGRS4

moeA2

Rv0439c
PE_PGRS46

Rv2635Rv2636

PE_PGRS53
PE_PGRS54

fadD18

PE_PGRS57

wag22

PE33

PE_PGRS47

PE_PGRS58

string
operons −200 −100 −1
PROBABLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEA2: RV0438C−4.34

short chain dehydrogenase: RV0439C−4.34

PE FAMILY PROTEIN: RV3650−6.94

PE−PGRS FAMILY PROTEIN: RV3590C−7.79

PE−PGRS FAMILY PROTEIN: RV3507−8.67

PE−PGRS FAMILY PROTEIN: RV3508−9.69

PE−PGRS FAMILY PROTEIN: RV2741−10.20

FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV3513C−10.33

PE−PGRS FAMILY PROTEIN: RV3514−10.33

PE−PGRS FAMILY PROTEIN: RV1759C−10.85

hypothetical protein: RV2635−11.79

hypothetical protein: RV2636−11.79

PE−PGRS FAMILY PROTEIN: RV2634C−12.15

hypothetical protein: RV0277C−15.97

PE−PGRS FAMILY PROTEIN: RV0278C−15.97

PE−PGRS FAMILY PROTEIN: RV0279C−15.97

log10(P) upstream meme1 2 log10(P.clust)=−10.45; 16 seqs; 13 uniq
c(0.5, 2.5)
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