Table S1. Nucleotide Substitutions in PRB1 gene in introns and regulatory regions
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human (Variant (Variant (Variant amino acid
(hg19) Frequency)
Frequency) Frequency) Frequency)
11,508,879 Upstream G C (10%) * C (15%) C (26%) C (26%)
reglons
11,508,854 Upstream C C (100%) T (11%) T (3%) * C (100%)
reglons
11,508,728 Upstream G A (1%)* A (13%) A (7 %) G (100%)
reglons
11,508,703 Upstream G G (100%) A (11%) A (6%)* G (100%)
reglons
11,508,622 Upstream C C (100%) T 2%)* T (13%) T (2%)*
reglons
11,508,557 Upstream G G (100%) G (100%) A (11%) G (100%)
reglons
11,508,523 5 UTR G G (100%) G (100%) A (11%) G (100%)
Exon 1 o UUG~Losp)
b AC (17% AC (34% AC (31%
11,508,460 Sl AAC GAC (27%) GAC (17%)  GAC (34%) GACGI%)  (caimn
11,508,383 Intron 1 C C (100%) C (100%) T (11%) C (100%)
11,508,382 Intron 1 C C (98%) T (12%) T (6%)* C (100%)
11,508,345 Intron 1 C C (97%) T (13%) C (100%) C (100%)
11,508,296 Intron 1 C C (100%) T (13%) T (4%)* C (100%)
11,508,289 Intron 1 C C (100%) T (14%) T (5%)* C (100%)
11,508,283 Intron 1 G G (100%) A (11%) A (12%) G (100%)
11,508,217 Intron 1 G G (100%) G (100%) A (11%) G (100%)
11,508,167 Intron 1 C C (98%) C (100%) T (11%) C (100%)
11,508,026 Intron 1 C C (100%) C (100%) T (13%) C (100%)
11,508,014 Intron 1 G G (100%) A (11%) G (100%) G (100%)
11,507,986 Intron 1 G G (100%) A (12%) A (10%)* G (100%)
11,507,916 Intron 1 G G (100%) A (11%) A (7%)* G (100%)
11,507,833 Intron 1 C C (100%) C (100%) T (11%) C (100%)
11,507,830 Intron 1 G G (98%) G (100%) A (11%) G (100%)
11,507,811 Intron 1 C C (100%) C (100%) T (11%) C (100%)
11,507,810 Intron 1 C C (100%) C (100%) T (11%) C (100%)
11,507,801 Intron 1 C C (100%) C (100%) T (11%) C (100%)
11,507,768 Intron 1 G G (100%) A (15%) A (5%)* G (100%)
11,507,652 Intron 1 G G (100%) G (100%) A (14%) G (100%)
11,507,607 Intron 1 G G (100%) G (100%) A (16%) G (100%)
11,507,594 Intron 1 C C (100%) T (11%) C (100%) C (100%)
11,507,592 Intron 1 C C (97%) T (14%) C (100%) C (100%)

11,507,584 Intron 1 C C (100%) T (11%) C (100%) C (100%)




11,507,578 Intron 1 G G (100%) G (100%) A (13%) G (100%)

11,507,536 Intron 1 T A (16%) A (27%) A (18%) A (20%)

11,507,532 Intron 1 C C (100%) T (23%) T (8%)* C (100%)

11,507,236 Intron 2 C C (100%) T (4%)* T (11%) C (100%)

11,507,234 Intron 2 C C (100%) T (14%) T (8%)* C (100%)

11,507,230 Intron 2 C T (3%)* T (13%) C (100%) C (100%)

11,507,214 Intron 2 C T 2%)* T (15%) C (100%) C (100%)

11,507,202 Intron 2 G T (100%) T (100%) T (100%) T (100%)

11,507,199 Intron 2 G G (100%) A (13%) G (100%) G (100%)

11,507,196 Intron 2 C C (100%) T (11%) T (8%)* C (100%)

11,507,180 Intron 2 C C (100%) T (4%)* T (14%) C (100%)

11,507,074 Intron 2 A C (100%) C (100%) C (98%) C (100%)

11,506,905 E(’;f 2)3 cCcG CCG (100%) CCA (11%) CCA (4%)* CCG (100%) gggzgz
11,506,887 E(’ﬁ’_g)g’ GGG GGG (100%) GGA (11%) GGG (100%) GGG (100%) gglcjziz

11,506,794 E(’;f 2)3 GGG GGG (100%) GGA (12%) GGG (100%) GGG (100%) SEIC;I;Z

11,506,785 E(’g’_gf ccc CCT (4%)* CCT(17%)  CCC(100%)  CCT (5%)* ggi:gzz
11,506,749 ]5(’;02)3 TTT TTC (17%) TTC (9%)* TTT (100%) TTC (10%)* 22232

11,506,533 ]?;)22)3 GTT GTC (5%)* GTC (5%)* GTC (4%)* C {2 Sﬁé:gﬁ
11,506,356 ]?;)22)3 ccG CCG (100%) CCA (17%) CCA (17%) CCA (12%) gggzg:
11,506,260 ]?;)22)3 TTC TTC (100%)** TTT (18%) TTC (100%) TTC (100%) iiizzzz
11,506,245 ]?;)22)3 GGG GGG (100%)*  GGA (18%) GGA (6%) GGG (100%) gggf)l;i
11,506,040 3 UTR G G (100%) A (5%)* A (13%) G (100%)

11,505,908 Intron 3 C C (100%) T (11%) T (5%)* C (100%)

11,505,736 Intron 3 G G (98%) A (13%) G (90%) G (100%)

11,505,708 Intron 3 G A (1%)* A (12%) A (6%)* G (100%)

11,505,389 Intron 3 G G (100%) A (14%) G (100%) G (100%)

11,505,375 Intron 3 G A (65%) A (59%) A (59%) A (47%)

11,505,362 Intron 3 G G (100%) G (100%) A (11%) G (100%)

11,505,347 Intron 3 C C (100%) T (11%) C (100%) C (100%)

11,505,277 Intron 3 C C (100%) T 2%)* T (14%) T 2%)*

11,505,249 Intron 3 G A 2%)* A (3%)* A (17%) G (100%)

11,505,246 Intron 3 G A 2%)* A (8%)* A (12%) G (100%)

11,505,168 Intron 3 C C (100%) T (13%) T (5%)* C (100%)

11,505,069 Intron 3 G A (58%) A (46%) A (51%) A (49%)




11,504,999 Intron 3 C C (100%) T (4%)* T (21%) C (100%)

11,504,988 Intron 3 C C (99%) T (11%) C (100%) C (100%)

11,504,987 Intron 3 C T (1%)* T (4%)* T (17%) C (100%)

11,504,980 Intron 3 C C (100%) T (12%) C (100%) C (100%)

11,504,970 Intron 3 C C (100%) T (12%) C (100%) C (100%)

11,504,952 Intron 3 C C (100%) C (100%) T (15%) C (100%)

11,504,942 Intron 3 C C (100%) C (100%) T (13%) C (100%)

11504601 ~ Downstream C C (100%) T (13%) T (7%)* C (100%)
reglons

11504580 ~ Downstream G G (100%) A (12%) A (5%)* G (100%)
reglons

11504563  Downstream G G (100%) A (13%) A (13%) G (100%)
reglons

11504561 ~ Downstream G G (100%) G (100%) A (17%) G (100%)
regions

11504548  Downstream C C (100%) C (100%) T (12%) C (100%)
regions

11,504,493 ~ Downstream G G (100%) A (11%) A (4%)* G (100%)
regions

11504491  Downstream G G (100%) A (12%) A (4%)* G (100%)
regions

11504470 ~ Downstream G G (100%) A (13%) G (100%) G (100%)
regions

11504425 ~ Downstream A G (100%) G (96%) G (91%) G (100%)
regions

11,504,388  Downstream C T (3%)* T (5%)* T (13%) C (100%)
regions

11504360  Downstream G G (98%) A (17%) G (100%) G (100%)
regions

11,504,205 ~ Downstream C C (100%) C (100%) T (14%) C (100%)
regions

11504272 ~ Downstream G G (100%) G (100%) A (23%) G (100%)
regions

n.a.: not available; the variant frequency is referred to the percentage of the highlighted base in the sequenced ancient hominine
genome, with* frequency<10% and ** counts<10. In light orange are underlined the variants fixed at 100% in modern human compared
to ancient hominines.



