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Cluster: 0037 mtu; resid: 0.37; r/c: 15/25
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Cluster: 0037 mtu; resid: 0.37; r/c: 15/25

x.range

upstream meme PSSM #1; e=1.8e−115

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=1.6e−74

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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Rv3184

Rv3186

bpoA

Rv3474

RV0521C

cut1

Rv1763
Rv2105

Rv2278

Rv2354

Rv2480c

Rv2648

Rv3325

Rv3381c

aspB

string −200 −100 −1
RV0521CNA

aspartate aminotransferase: RV3565−0.61

PROBABLE CUTINASE CUT1: RV1758−19.84

PUTATIVE TRANSPOSASE: RV1763−19.84

PROBABLE TRANSPOSASE: RV2105−19.84

PROBABLE TRANSPOSASE: RV2278−19.84

PROBABLE TRANSPOSASE: RV2354−19.84

POSSIBLE TRANSPOSASE: RV2480C−19.84

BLE TRANSPOSASE FOR INSERTION SEQUENCE ELEMENT IS6110: RV2648−19.84

PROBABLE TRANSPOSASE: RV3184−19.84

PROBABLE TRANSPOSASE: RV3186−19.84

PROBABLE TRANSPOSASE: RV3325−19.84

PROBABLE TRANSPOSASE: RV3381C−19.84

POSSIBLE PEROXIDASE BPOA (NON−HAEM PEROXIDASE): RV3473C−19.84

POSSIBLE TRANSPOSASE FOR INSERTION ELEMENT IS6110: RV3474−19.84

log10(P) upstream meme1 2 log10(P.clust)=−18.47; 15 seqs; 15 uniq
c(0.5, 2.5)
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