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Cluster: 0325 mtu; resid: 0.54; r/c: 16/244

x.range

upstream meme PSSM #1; e=0.0049

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

x.range
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upstream meme PSSM #2; e=72
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Rv0421c

thiD

thiC

nirA

cysH

dapB

Rv2393

Rv2715
Rv2716

Rv2969c

moaE1

Rv2968c

Rv3120

pks2

fadD23

lipF

string
operons −200 −100 −1

PROBABLE ESTERASE/LIPASE LIPF: RV3487C−2.40

dihydrodipicolinate reductase: RV2773C−2.63

hypothetical protein: RV0421C−2.64

thiamine biosynthesis protein ThiC: RV0423C−2.64

phosphomethylpyrimidine kinase: RV0422C−2.64

T) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 2): RV3119−2.67

hypothetical protein: RV3120−2.67

phosphoadenosine phosphosulfate reductase: RV2392−2.91

PROBABLE FERREDOXIN−DEPENDENT NITRITE REDUCTASE NIRA: RV2391−2.91

hypothetical protein: RV2393−2.91

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2968C−3.91

POSSIBLE CONSERVED MEMBRANE OR SECRETED PROTEIN: RV2969C−3.91

POSSIBLE HYDROLASE: RV2715−4.25

hypothetical protein: RV2716−4.25

PROBABLE POLYKETIDE SYNTHASE PKS2: RV3825C−20.01

acyl−CoA synthetase: RV3826−20.01

log10(P) upstream meme1 2 log10(P.clust)=−5.21; 16 seqs; 9 uniq
c(0.5, 2.5)
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