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CLIP4_methyl 2F  ACACGACGCTCTTCCGATCTNNNNNNNNNN
GGGTTYGGAGAGGTGTG

CLIP4_methyl 2R GACGTGTGCTCTTCCGATCT CCTACCTCCTCCRAATCCTC

Indexed Illumina PS5 Primers

F-1:
AATGATACGGCGACCACCGAGATCTACACCTAGCGCTACACTCTTTCCCTACAC
GACGCTCTTCCGATC*T

Indexed Illumina P7 Primers

R-1:
CAAGCAGAAGACGGCATACGAGATAACCGCGGGTGACTGGAGTTCAGACGTGT
GCTCTTCCGATC*T

Fig. 2
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Total samples {n=208} Distribution of tumor samples (n=152)

breast

X N
Cancer \cc:&orectai
Samples used as Logistic regression model for Random forest model for
fraining set cancer prediction cancer type identification

Normai and colorectal Sensilivity: 93.9% Sensi#ivity: 68%
cancer only (n=92) Specificity: 96.5% Specificity: 88%

Fig. 9
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Methylation data Early-stage lung cancer Late-stage lung cancer
sensitivity {%} sensitivity {96}

Methylation N-gram 54.72 81.61

Biomarkers 35.85 82.76

CEA 46.15 73.21

Fig. 12



