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Supplementary Material

Sup Table 1 FDR for SNVer and the Fisher’s exact test employed by CRISP.

Nominal FDR level = 0.1 Nominal FDR level = 0.05
MAF: MAF:
0.05-0.5 0.05-0.5

N SNVer CRISP

50 0.013 0.400
100 0.010 0.453
150 0.010 0.469
200 0.009 0.476
250 0.008 0.480
375 0.006 0.484
500 0.007 0.486
750 0.006 0.487
1000 0.004 0.488
1500 0.004 0.488
2000 0.004 0.488

N SNVer CRISP

50 0.007 0.395
100 0.005 0.451
150 0.005 0.467
200 0.005 0.475
250 0.003 0.478
375 0.002 0.482
500 0.004 0.483
750 0.002 0.484
1000 0.002 0.485
1500 0.001 0.485
2000 0.002 0.484

GATK:

Based on the latest recommendations from the authors of GATK
(http://www.broadinstitute.org/gsa/wiki/index.php/Best_Practice_Variant_Detection_with_the
GATK_v2), we removed variant calls based on having any of the following criteria: 1) SNVs
within clusters (3 SNVs within 10 bp of each other); (2) more than four reads with mapping
quality of zero (MQO) and more than 10% of reads with mapping quality of zero; (3) strand bias
(SB) higher than or equal to -1.0; (4) SNV quality score less than 30; (5) quality-by-depth (QD)
score less than 5.0; (6) largest Contiguous Homopolymer Run of Variant Allele (HRun) more
than 5; or (7) SNVs around a potential indel. Finally, we removed all variants with depth
coverage less than 6 so that we have comparable numbers of variant as SNVer.



