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Rv2473 −200 −100 −1

ribonucleotide−diphosphate reductase subunit beta: RV1981C−0.63

PE FAMILY PROTEIN: RV1430−0.86

PROBABLE HELICASE HELZ: RV2101−1.01

POSSIBLE ALANINE AND PROLINE RICH MEMBRANE PROTEIN: RV2473−1.99

PROBABLE BACTERIOFERRITIN BFRA: RV1876−2.44

log10(P) upstream meme1 2 log10(P.clust)=−1.39; 5 seqs; 5 uniq
c(0.5, 2.5)
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