Figure Legends

Supplementary Figure 1. Elevation of CHEK1 expression is significantly
associated with poor outcome in both event free survival (A) and overall survival
(B) in GEP database of GMMG-HD4 cohort.

Supplementary Figure 2. lllustration of the annotated genomic region of
CHEK1, the putative different RNA splicing forms, and the validation strategy

for circular exon 1 to 7 (circCHEK1).
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