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Cluster: 0035 mmp; resid: 0.12 0.37 0.32 0.16; r/c: 18/57
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MMP1288 -0.15 w—flagelia-protein: MMP1670
IMRGo24 -0.15 flagella-accessaky C family-protein: MMP1669
IMPL665 \.. -0.15 mmflagellin: MMP1668
-0.15 mm | flagellin: MMP1667
mMRo41 —0.15 mm  flagellin: MMP1666
-0.14 HEAT-domain-containing-protein: MMP1665
-0.05 — — ——fypothetical-protein: VIMPO413
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—-0.00 chemotaxis protein Chew: MMP0925
-0.00 - .~ hypothetical protein: MMP0924
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