
There was 96.0% concordance among variants shared by datasets imputed by both 

GLIMPSE2 and TOPMed. Table 2 shows imputation outcomes. With TOPMed, samples 

were uploaded individually onto server. This may be time consuming when imputing large 

datasets.   

   Table 2: GLIMPSE2 and TOPMed outcomes

Imputation of lp-WGS data with GLIMPSE2 yielded 7.6-times more variants than with 

TOPMed, indicating that TOPMed is not suitable for lp-WGS data. There was good 

agreement between variants generated by the two methods.
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Genotyping arrays followed by imputation (Figure 1) have traditionally been the most prevalent method to assay human genetic variation. The introduction of DNA 

sequencing (Figure 2 ) has allowed for the detection of novel genetic variants across the entire allele frequency spectrum.
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Using a test set of low-pass WGS data generated from five DNA samples, we performed 

imputation using both GLIMPSE2 and TOPMed panels. Unfiltered data were submitted to 

imputation pipelines. Concordance between output variants was assessed. We also checked for 

concordance between pre-imputation variant calls with GLIMPSE2 versus TOPMed. Table 1 shows 

features of GLIMPSE2 and TOPMed imputation panels. 

GLIPMSE2 TOPMed

Imputed variants 63,824,182 8,439,092

Non-missing 11,950,240 6,379,129

Concordance 88.3% 85.1%

Figure 2: 

Representation of 

sequenced regions 

in a genome using 

different 

approaches.
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