Supplementary material

Table S1: Population size (N), expected heterozygosity (with Nei correction),
polymorphic informative content (PIC), number of alleles and allelic range per
marker and population.

Heterozygosity Polymorphic

Marker and : ] Number of Allelic
opulation N (Nei Informative alleles range
pop correction) | Content (PIC) 8
CSFIPO 19156 0.7335 0.6860 8 9
(Norway)

CSFlP.O 1598 0.7626 0.7250 7 8
(Somalia)

CSFl.P N 2500 0.7609 0.7241 8 8

(Spain)

D151656 3472 0.8992 0.8905 9 10.3
(Norway)

D1516?6 488 0.8699 0.8568 8 9.3
(Somalia)

D151.6 56 2500 0.8636 0.8493 8 8.3

(Spain)

D21511 19170 0.8377 0.8186 10 11.2
(Norway)

DZISI.I 1598 0.8489 0.8327 9 14.7
(Somalia)

DZIS.H 2500 0.8432 0.8271 9 13.7

(Spain)

D25441 3472 0.7361 0.6951 11 8
(Norway)

D2844.1 488 0.7955 0.7687 10 7
(Somalia)

DZSL%LH 2500 0.8072 0.7835 11 9

(Spain)

D351358 19172 0.7957 0.7644 12 11
(Norway)

D3813?8 1598 0.7496 0.7065 12 9
(Somalia)

D381.358 2500 0.7397 0.6934 12 13

(Spain)

FGA 19164 0.8666 0.8520 13 12.8
(Norway)
FGA 1598 0.8640 0.8501 14 28.2

(Somalia)
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Table S2: Populations showing the highest and lowest standard deviations (o
between parentheses) considering the proportion of hidden mutations across
markers, for each familial configuration type. A single-step mutation was
simulated in one of the parental meiosis of 1,000,000 configurations of each type,
considering the allele frequencies of 10 autosomal STRs in three populations

(Norway, Somalia, and Spain) [30].

Duos Trios
Average 0=0.124 o =0.062
Norway (o =
Highest Norway (o =0.067)
0.142)
Somalia (o =
Lowest Somalia (o = 0.058)
0.113)

Table S3: Average standard deviation and markers showing the highest and
lowest values (in parentheses) of the proportion of hidden mutations across the
different population databases: Norway, Somalia, and Spain, for each familial
configuration type. A single-step mutation was simulated in one of the parental
meiosis of 1,000,000 configurations of each type, considering the allele
frequencies of 10 autosomal STRs in three populations (Norway, Somalia, and

Spain) [30].

Duos Trios

Average 0=0.031 o0=0.024

Highest | TPOX (o = 0.061) | THO1 (o = 0.073)

Lowest | FGA (c=0.004) | FGA (o =0.003)




