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Figure S1. Sensitivity study heat maps for a) 27 aSTRs, b) 24 Y-STRs and c) 7 X-STRs included in the ForenSeq DNA Signature Prep Kit (Verogen). Numbers in cells depict

the total number of alleles observed (two replicates) for each sequencing run that were correctly assigned to M500 depending on the DNA input. M500 was prepared at ratio

1:1 with control DNAs 2800M and 9947A. Serial dilution was prepared from 1000 pg down to 31 pg DNA input. Color gradient indicates the percentage of successfully called

alleles from 100% (intensive green; full-profile) down to ≤ 50% (light-grey). Maximum number of alleles per replicate was 80, 26 and 17 for autosomal STRs (a), Y-STRs (b)

and X-STRs (c), respectively.
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