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HET/HET discordance — Proton insertion C; lllumina insertion T
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HET/HOM discordance chip vs. Proton. Proton has trouble with the non-reference
base.
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Illumina HOM/HET discordance with chip data in both parents — top 90/10; bottom

83/17
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Illumina HOM/HET discordance with chip data 889 (77/33). Add kid and confirm lllumina
sequencing genotype as a het for 89.



	Slide Number 1
	Slide Number 2
	Slide Number 3
	Slide Number 4

