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x.range

upstream meme PSSM #1; e=0.018

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

x.range

y.
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upstream meme PSSM #2; e=2.5

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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string
operons −200 −100 −1

hypothetical protein: RV3577−1.89

SSIBLE ARSENICAL PUMP INTEGRAL MEMBRANE PROTEIN ARSB2: RV3578−1.89

cobalamin biosynthesis protein: RV2236C−2.06

LGLUCOSAMINYLTRANSFERASE RFE (UDP−GlcNAc TRANSFERASE): RV1302−2.62

urease subunit gamma: RV1848−9.45

urease subunit beta: RV1849−9.45

urease subunit alpha: RV1850−9.45

Urease accessory protein uref: RV1851−9.45

Urease accessory protein ureG: RV1852−9.45

Probable urease accessory protein ureD: RV1853−9.45

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2395−12.82

hypothetical protein: RV2261C−14.01

hypothetical protein: RV2262C−14.01

short chain dehydrogenase: RV2263−14.01

log10(P) upstream meme1 2 log10(P.clust)=−8.57; 14 seqs; 7 uniq
c(0.5, 2.5)
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