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Cluster: 0280 mtu; resid: 0.58; r/c: 16/238
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Cluster: 0280 mtu; resid: 0.58; r/c: 16/238

x.range

upstream meme PSSM #1; e=5

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=20

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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argS

lysA

thrA

thrC

pyrG
Rv1700

gdh

xerD

Rv2081c

Rv2082
Rv2083Rv2474c

Rv2475c

Rv3200c Rv0960
Rv1200 string

operons −200 −100 −1
hypothetical protein: RV2474C−0.30

hypothetical protein: RV2475C−0.30

GDH (NAD−GDH) (NAD−DEPENDENT GLUTAMIC DEHYDROGENASE): RV2476C−0.30

hypothetical protein: RV1700−0.32

site−specific tyrosine recombinase XerD: RV1701−0.32

CTP synthetase: RV1699−0.32

hypothetical protein: RV0960−1.60

homoserine dehydrogenase: RV1294−6.01

arginyl−tRNA synthetase: RV1292−6.01

IAMINOPIMELATE DECARBOXYLASE LYSA (DAP DECARBOXYLASE): RV1293−6.01

threonine synthase: RV1295−6.01

POSSIBLE TRANSMEMBRANE CATION TRANSPORTER: RV3200C−6.77

ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV1200−7.06

POSSIBLE TRANSMEMBRANE PROTEIN: RV2081C−17.71

hypothetical protein: RV2082−17.71

hypothetical protein: RV2083−17.71

log10(P) upstream meme1 2 log10(P.clust)=−5.90; 16 seqs; 8 uniq
c(0.5, 2.5)
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