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~ Interpreted Data

This table shows only relevant results related to the mutation position and context.
The mutation occurs in the deep intronic positions, the following table show results of splicing and auxiliary sites that could be created by the mutation

Predicted signal Prediction algorithm cDNA Position Interpretation

tgttatgtgsasggaaa

New Donor Site 1 - HSF Matrices t

T T T T T T =N
21,08€1,0881.0821,0031.0031,0021,008

1 - Sironi et al. - Motif 2

gtgttatgtgaggasactaactc
_—

ESS Site broken 2 ESRiSequences fram Goren et ol —2 Alteration of an intronic ESS site.

3 - PESS Octamers from Zhang & Chasin —— X Probably no impact on splicing

(= T T T
31085 31000 31005 31,100

4 - Sironi et al. - Motif 1
1 - ESE-Finder - SRp40

2 - ESR Sequences from Goren et al tta w;ﬂ gasact
New ESE Site 3 - PESE Octamers from Zhang & Chasin e — Creation of an intronic ESE site.
4 - ESE-Finder - SF2/ASF H Probably no impact on splicing

5 - ESE-Finder - SRp55 21.0581,0281,0881,0621 0Z81,0421.081,100
6 - EIEs from Zhang et al

Figure S2 — In silico predictions for XRCC4 rs28360071 polymorphism (NM_022550.3:¢.315+31090del30) using Human
Splicing Finder software version 3.1.
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