
●● ●●

●

●

●

●

●

●
●

●

●

●

●

●

●●●

●

●

●

● ●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

●
●

●

●
●

●

●
●

●● ●

●

●
●●

●

● ●

● ●●

●

●

●

0 2 4 6 8 10

0.
96

0.
97

0.
98

0.
99

1.
00

Mean Genome Coverage

C
on

co
rd

an
ce

Mean GSA concordance
●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●●

●

●

●

●

●

●

●●●

●

●

●

●

●

●

●

●

●
●
●

●

●

●

●●

●
●
●

●●

●

●

●

●

●

●

●

●

●●
●●

●

●

●

●
●●●
●

●
●● ●●
●●

●
●

●●
●

●

● ●

●

● ●●

A

●
●●●

●

●

●

●

●

●

●●

●

●

●

●

●

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●●
●

●

●

●

●

●

●

●

●

●

0 20 40 60 80 100 120

0.
96

0.
97

0.
98

0.
99

1.
00

Mean Exome Coverage

C
on

co
rd

an
ce

Mean GSA concordance

●

●

●
●
●
●

●

●●
●

●●
●

●

●

●●

●
●

●

●

●
●

●
●

●
●

●
●

●
●

B

Infinium Global Screening Array (GSA)
67% WES / 33% WGS / 96 samples per lane
67% WES / 33% WGS / 48 samples per lane
60% WES / 40% WGS / 48 samples per lane
40% WES / 60% WGS / 48 samples per lane
33% WES / 67% WGS / 64 samples per lane

Singleton MAF < 1% MAF < 5% MAF > 5%
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Singleton
MAF < 1%
MAF < 5%
MAF > 5%


