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Cluster: 0377 mtu; resid: 0.53; r/c: 15/246
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Cluster: 0377 mtu; resid: 0.53; r/c: 15/246

x.range

upstream meme PSSM #1; e=0.00028

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.17

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

●●

●

●

●
●

●

●

●

●

●
●

●

●

●

Rv0128Rv3818

Rv0356c

purA

Rv0358Rv0359

Rv0390

Rv2405

metZ

hemH

ptrBa
ptrBb

Rv3210c

rhlE

Rv2542 string
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sphoribosylaminoimidazole−succinocarboxamide synthase: RV0780−3.65

BLE PROTEASE II PTRBA [FIRST PART] (OLIGOPEPTIDASE B): RV0781−3.65

LE PROTEASE II PTRBB [SECOND PART] (OLIGOPEPTIDASE B): RV0782−3.65

hypothetical protein: RV0390−4.09

O−succinylhomoserine sulfhydrylase: RV0391−4.09

hypothetical protein: RV2542−4.15

hypothetical protein: RV3818−5.46

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0128−5.52

hypothetical protein: RV2405−6.82

hypothetical protein: RV3210C−10.67

PROBABLE ATP−DEPENDENT RNA HELICASE RHLE: RV3211−10.67

hypothetical protein: RV0356C−15.63

adenylosuccinate synthetase: RV0357C−15.63

hypothetical protein: RV0358−15.63

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0359−15.63

log10(P) upstream meme1 2 log10(P.clust)=−8.33; 15 seqs; 10 uniq
c(0.5, 2.5)

13
 O

ct
 2

5 
14

:2
5:

18
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.9

.8
 m

tu


