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Host adaptation and niche expansion of pathogenic bacteria: a new approach of
microbial ecology based on molecular evolution of colonization factors
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In bacterial infection, colonization factors (CFs) on the surface of the
bacteria need to recognize and adhere to host cells. Thus, the evolution of CFs can be regarded as a
survival strategy for bacteria that spread infection over different hosts. In this project, we
focused on a CF (k -class CU) that is considered to have a high potential to switch the host range.
We analyzed the sequence data of the genes of Esherichia coli strains isolated from various
resources, established a detection system for the CF homologues, and successfully identified novel
CFs possessing human cell adhesion properties.
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EERFIUTEDOWERIRE (BRERST D Z LI Ko THIE R EZ RS, TADNAFNTHEREL 5
DR IRD) Do LD, OFED, FlREESNLBATLIEME R ZOHTH £<
YA BROL S DT, EAEKRFNERL, Hic /s T~ OSSR L EET 52 L3Rk 5
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V123 4,767,448/ 38 4,418 0166:H49 2144 B1 V123 13
V210 4,942,339/ 37 4,637 013/0129:H4 357 B2 V210 9
V236 5176478/84 4,838 Ot8acHs 12 B2 V236 11
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