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This prospective study was aimed to investigate the supportive role of monocytes on cancer
pathogenesis in cholangiocarcinoma patients. The level of cD14'/CD16" monocytes was higher in
Cholangiocarcinoma than benign biliary disease patients and healthy persons (P < 0.05) The level of
elevated CD14'/CD16" monocytes found in cholangiocarcinoma patients was decreased after tumor removal,
indicating the association of these monocytes with tumor tissues. In addition, these typical monocytes
exhibited activated-monocyte phenotyes and were associated to non-papillary type Cholangiocarcinoma.

Peripheral blood monocytes were related with tissue macrophages in tumor tissues. It has been
documented that these tissue macrophages supported the viability and invasiveness of tumor. The
immunochemistry indicated that macrophages with Mac387 positive cells were found densely at the tumor
edge and perivascular area. Moreover, these Mac387 positive cells expressed MMP9 which is necessary for
extra-cellular matrix resolving. Patients with high Mac387 and high MMP9 positive cells have significantly
shorter survival than those who has low Mac387 positive cells.

The microarray-expression profile of peripheral blood cells indicated the different expression patterns
between blood cells from patients with Cholangiocarcinoma and benign biliary diseased as well as healthy
persons. The expression profile of blood cells from Cholangiocarcinoma patients exhibited cancer and
inflammation functions whereas those of healthy persons were associated with immuno-reactivity. The
expression profile of blood cells from Cholangiocarcinoma patients can be categorized into different groups or
as individual. Three genes with proteolytic activity were validated and calculated as ‘“risk score”.
Cholangiocarcinoma patients were divided according to the “risk score” into 2 groups: high and low risk
score. Survival analysis indicated that patients with high “risk score” had significantly shorter survival than
those with low “risk score”. This preliminary result suggested the potential of using blood transcriptome as

surrogate marker for Cholangiocarcinoma.
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