Cluster: 0221 mtu; resid: 0.50; r/c: 17/242
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log10(P) upstream meme log10(P.clust)=—4.33; 17 segs; 16 uniq
-18.01 —————PUTAHVE-CEEOSYTRANSFERASE: IRVIZIZE
-18.01 glucoseskmphosphate adenylyltransferase: RV1213
-7.82 . Probable phiRV1 phage protein: RV1573
-6.71 — — hypothetical protein: RV2143
-4.98 — L PE-FAMIEY-PROTEIN: IRVOT59C
-4.86 — ity potheticat protel (HIRIEEID

-1.01 Probable-phiRV1-phagesrelated-protein: RV1574
-0.90 ———— PROBABLE DEHYDROGENASE: RV1432
-0.90 — hypotheticat proteiiIRVI431
-0.PDSSIBLE-TRANSCRIPTIONALLREGULATORY-PROTEIN: RV0737
-0.49 —_— hypothetieat protei THRNSSIN
-0.31 = " r—hypothetical protein: RV1669
-0.25 hypotheticat-protein:[RVO941C
—OPROBABLE-TRANSCRIPTHONAL-REGULATORY-PROTEIN: RV1719
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