Cluster: 0020 dvu; resid: 0.46; r/c: 17/370
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I I I I . log10(P) upstream meme log10(P.clust)=—8.65; 17 segs; 8 uniq

-15.99 m=ATP-dependent helicase HrpB: DVU1543

-15.99 — “hypothetical-protein: DVU1542

-11.32 T hait-protein;-putative: (IDVU2729

-11.32 "ail protein, putative: DVU2728

l|l l|l l|l -11.32 "hypothetical protein: DVU2727

Tc T A -11.12—phage baseplate-assembly-protein-V, putative: DVU2724

-11.12 — ——tail-protein-putative:([DVU2723
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1 5 ) e Y 1 6 o % -11.12 — ——hypothetical-protein:(DVU2722

-11.12- ge tail tape measure protein, TP901 family, putative: DVU2721

DVUL565 pvugro2 -11.12 - " hypothetical protein: DVU2720

yen vams -11.12 — “hypothetical protein: DVU2719

wudeas DVU2624  —4.89 hypBthetical protein: DVU1565

-4.74 endoribonuclease, L=RSP family: DVU2647

g 474 D-cysteine-desulifhydrase: ' DVU2646

-0.03 hypothetical protein: DVU2624

DVUuil54; _002 hyputhct;\;a: plUﬁE'i'l'l':_

-0.02 hypothetical-protein:IDVU2702
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