Cluster: 0329 mtu; resid: 0.54; r/c: 15/241
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l0g10(P) upstream megme log10(P.clust)=-7.57; 15 segs; 8 uniq

PRIOBEBLE- CONSERVED-INTEGRAL MEMBRANE-PROTEIN:[RV0037C

-15.66 ®MPothetical protein: RV0038
-12.29-——POSSIBLE MEMBRANE PROTEIN:(RV0048C

-12.29 mmsm  hypothetical protein: RV0049

-9.66 — PROBABLE CONSERVED -MEMBRANE PROTEIN: [RV0010C

-5.55 —hypethetieatprotein:[RV00190

T -5.5P0OSSIBLE SERINE/THREONINE PHOSPHATASE PPP:RV0018C

NE-PREFEIN KINASE B PKNB (PROTEINRINASE B) (STPK B): RV0014C
-5.55 PROBABLE CELL DIVIST®N PROTEIN RODA: RV0017C
-5.55  PROBABLE PENICILLIN-BINBTN® PROTEIN PBPA: RV0016C

IME-PRGFEIN KINASE A PKNA (PROTEINTRINASE A) (STPK A): RV0015C

0R3TC i -4 6/ROBABLE CONSERVED TRANSMEMBRANEPROTEIN: RV2219
N PROBARL E TRANSCRIPTIONAL REGULATORY PROTEIN WHIA: RV1423

N -3.34 ~ hypothetical protein: RV1422
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