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Introduction

1. Translational cancer genomics is maturing
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frequency of the NIH race category terms
“African American,” “Black” “Hispanic,” “Latino,”
“Asian” “Native American,” “Native Hawaiian,”
“Pacific Islander” “Caucasian,” “White,” as well
as “Race,” and “Ethnicity” in these manuscripts.

Tumor types and subject numbers by
ethnoracial group were then manually
evaluated. The number of subjects and the
number of studies including subjects by race
were evaluated with Fisher’s Exact test.
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