
500 1000 1500 2000

−
5

0
5

Cluster: 0538 mtu; resid: 0.52; r/c: 15/239

−
5

0
5

Cluster: 0538 mtu; resid: 0.52; r/c: 15/239

x.range

upstream meme PSSM #1; e=21

1 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=880
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aofH

Rv0386
Rv1976c

Rv0658c
Rv2360c

Rv1128c

fmt

Rv3439c

Rv1147

Rv1203c

fmu

Rv0228

Rv0843

Rv3098c

string
operons −200 −100 −1
TIONAL REGULATORY PROTEIN (PROBABLY LUXR/UHPA−FAMILY): RV0386−0.34

PROBABLE DEHYDROGENASE: RV0843−0.94

hypothetical protein: RV1147−1.35

NTAINING MONOAMINE OXIDASE AOFH (AMINE OXIDASE) (MAO): RV3170−1.50

methionyl−tRNA formyltransferase: RV1406−1.65

PROBABLE FMU PROTEIN (SUN PROTEIN): RV1407−1.65

PROBABLE INTEGRAL MEMBRANE ACYLTRANSFERASE: RV0228−1.88

hypothetical protein: RV1203C−2.03

hypothetical protein: RV1976C−2.16

hypothetical protein: RV1128C−2.38

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0658C−4.33

hypothetical protein: RV2360C−4.35

hypothetical protein: RV3098C−5.08

SERVED HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: RV3439C−5.24

BLE ZINC−TYPE ALCOHOL DEHYDROGENASE (E SUBUNIT) ADHE: RV0162C−6.10

log10(P) upstream meme1 2 log10(P.clust)=−2.73; 15 seqs; 14 uniq
c(0.5, 2.5)
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