Supplementary Figures
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Figure S1. Total coverage—the number of NGS reads per cell barcode.
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Figure S2. Mapping rates against a custom reference genome for the STR-
targeting panel used here. Success rate (Y-axis) indicates the fraction of total

reads (Supplementary Figure S1) that mapped to the index.
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Figure S3. Loci sampled per cell (higher is better)—amplicon coverage per
single cell per kit (Y-axis), per simulated coverage (in #reads, X-axis). As NGS
coverage may be considered an orthogonal experimental parameter that may
be controlled for by sample dilution and normalized from the results, fixed
numbers of NGS reads are sampled from the mapped reads population. This
corrects for library concentration biases but also compensates for samples that
mapped poorly.
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Figure S4. Loci sampled per cell (higher is better)—amplicon coverage per
single cell per kit (Y-axis), per simulated coverage (in #reads, X-axis). Similar to
Supplementary Figure S3, but with additional normalization for mapping rate.



kit = Amplil kit = GenomePlex kit = GenomiPhi

0.5
5‘0'4
3503
©
§0.2
Q.
gt | I
0.0 I--.II | | ol Baw Hul=xuBEEE
kit = MALBAC kit = PicoPlex kit = RepliG-Mini
0.5 kit
mm Amplil
5,04 mm GenomePlex
§ 0.3 mmm GenomiPhi
e s MALBAC
'§0.2 I I B PicoPlex
9-01 mmm  RepliG-Mini
- [ RepliG-SC
0.0 I.I...ll. I.II..I.I N mmm TruePrime
e H1-Bulk

kit = RepliG-SC kit = TruePrime kit = H1-Bulk
0.5

bility

0.4
303
3
©0.2
(=W
[T
0.0 I.-I.l.l. L | el
0.0 05 05 05 10

X 1.0 0.0 1.0 0.0
ckd_propl ckd_propl ckd_propl

Figure S5. Allelic balance (closer to 0.5 is better)—alternative view of Figure 3
with distribution of proportion between alleles at heterozygous loci, where 0.5
indicates a perfectly balanced result, while 0/1 indicates worst case.



