Up-front Imputation Improves Read Alignment
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Retference Bias Affects Read Mapping Accuracy Bias Over Het Sites
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@ Read contains ALT allele; more likely to be unaligned Ref bias over all het sites

@ Read contains ALT allele, originates in a repeat; likely to be aligned to wrong location 10x NA12878 (ERR%\9§1147) alignments to
chr
Methods Imputed Genomes Allow for:
@ Simple low-coverage genotyping 1) More accurate alignments 2) Less reference bias
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Data: 30x simulated reads from chr21 from 5 samples in the 1000 Genomes Project

Graph or Linear? Bias over Het Sites
| » The imputed diploid genome can be in Imputed Genome
B E N < B i puted diploid indexed as two linear sequences or as a
B e <l e genome graph. Shown below is the resource usage
of both methods: |
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* threading not currently supported 10x NA12878 (ERR194147) alignments
I I D D . 30x simulated reads from 1KG sample to imputed chr21 using 5x coverage for
NA18617 genotyping
hg19 linear = Bowtie 2; graph = VG
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