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x.range

upstream meme PSSM #1; e=3.2e+03

1 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=5.8e+03

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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operons −200 −100 −1

MANNOSYLTRANSFERASE: RV0486−1.73

PROBABLE HYDROLASE: RV1333−2.19

hypothetical protein: RV1334−2.19

9.5 KDA CULTURE FILTRATE ANTIGEN CFP10A: RV1335−2.19

ine sulfhydrylase B) (O−acetylserine (Thiol)−lyase B): RV1336−2.19

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1337−2.19

50S ribosomal protein L31: RV1298−2.35

peptide chain release factor 1: RV1299−2.35

PROBABLE HEMK PROTEIN HOMOLOG HEMK: RV1300−2.35

hypothetical protein: RV1301−2.35

POSSIBLE RNA METHYLTRANSFERASE (RNA METHYLASE): RV0380C−2.88

 SYNTHASE GRCC1 (POLYPRENYL PYROPHOSPHATE SYNTHETASE): RV0562−3.01

NICILLIN−SENSITIVE TRANSPEPTIDASE (DD−TRANSPEPTIDASE): RV0050−6.18

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0051−6.18

4−hydroxy−3−methylbut−2−en−1−yl diphosphate synthase: RV2868C−6.28

CTP synthetase: RV1699−7.42

log10(P) upstream meme1 2 log10(P.clust)=−3.37; 16 seqs; 8 uniq
c(0.5, 2.5)
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