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Cluster: 0061 mtu; resid: 0.28; r/c: 13/37

x.range

upstream meme PSSM #1; e=2.6e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.8e+04

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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mdh

secY

ORFD0043

sodC

mmaA4

adhB

praRv1111c

Rv2951c

Rv3224
POSSIBLY GLYCOSYLTRANSFERASE

Rv3726

Rv3678c

string −200 −100 −1

ORFD0043NA

POSSIBLE TRANSFERASE (POSSIBLY GLYCOSYLTRANSFERASE): Rv3631−1.65

short chain dehydrogenase: Rv3224−2.25

Probable Proline−rich antigen homolog pra: Rv1078−2.75

POSSIBLE DEHYDROGENASE: Rv3726−2.81

D SYNTHASE 4) (MMA4) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0642c−2.84

hypothetical protein: Rv3678c−3.28

preprotein translocase subunit SecY: Rv0732−3.46

POSSIBLE OXIDOREDUCTASE: Rv2951c−3.90

−CONTAINING ALCOHOL DEHYDROGENASE NAD DEPENDENT ADHB: Rv0761c−3.98

hypothetical protein: Rv1111c−4.61

ROBABLE PERIPLASMIC SUPEROXIDE DISMUTASE [CU−ZN] SODC: Rv0432−5.26

malate dehydrogenase: Rv1240−5.37

log10(P) upstream meme1 2 log10(P.clust)=−3.52; 13 seqs; 13 uniq
c(0.5, 2.5)
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