
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0553 mtu; resid: 0.46; r/c: 16/239

−
10

−
5

0
5

10

Cluster: 0553 mtu; resid: 0.46; r/c: 16/239

x.range

upstream meme PSSM #1; e=0.00043
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hypothetical protein: RV1949CNA

Probable phiRV1 phage protein: RV1573−0.33

hypothetical protein: RV2578C−3.66

hypothetical protein: RV3659C−3.76

hypothetical protein: RV2232−4.02

hypothetical protein: RV1673C−4.04

4−hydroxy−2−ketovalerate aldolase: RV3469C−4.24

AS) (ACETOHYDROXY−ACID SYNTHASE LARGE SUBUNIT) (ALS): RV3470C−4.24

NSERVED HYPOTHETICAL INTEGRAL MEMBRANE PROTEIN YRBE3A: RV1964−4.26

MCE−FAMILY PROTEIN MCE3A: RV1966−4.26

MCE−FAMILY PROTEIN MCE3D: RV1969−4.26

PROBABLE CONSERVED MCE ASSOCIATED MEMBRANE PROTEIN: RV1972−4.26

SYNTHASE GRCC2 (POLYPRENYL PYROPHOSPHATE SYNTHETASE): RV0989C−5.89

hypothetical protein: RV2308−7.43

Probable transcription regulator (lysR family): RV2282C−12.25

hypothetical protein: RV2283−12.25

log10(P) upstream meme1 2 log10(P.clust)=−5.28; 16 seqs; 12 uniq
c(0.5, 2.5)
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