Table S3. Association analysis between SNPs and relapse post-haplo-HSCT.

Source of Outcome
DNA® SNP Gene Istat Number of patients Model p-value
status
P 1s9276982 HLA-DOA relapse GG AG AA Additive 0.193
Yes 10 2 0 Dominant 0.193
62.5% 25.0% 0.0% Recessive NA
No 6 6 0 Homozygous NA
37.5% 75.0% 0.0% Heterozygous 0.193
P 1571565361 HLA-DOA relapse CcC CA AA Additive 1.000
Yes 12 0 0 Dominant 1.000
52.2% 0.0% 0.0% Recessive NA
No 11 1 0 Homozygous NA
47.8% 100.0% 0.0% Heterozygous 1.000
P 1s79327197 HLA-DOA relapse AA AG GG Additive 0.590
Yes 11 1 0 Dominant 0.590
55.0% 25.0% 0.0% Recessive NA
No 9 3 0 Homozygous NA
45.0% 75.0% 0.0% Heterozygous 0.590
P 1151190962 HLA-DOA relapse AA delA del Additive 1.000
Yes 11 1 0 Dominant 1.000
47.8% 100.0% 0.0% Recessive NA
No 12 0 0 Homozygous NA
52.2% 0.0% 0.0% Heterozygous 1.000
P 1s9282369 HLA-DOA relapse ins insT TT Additive 0.151
Yes 3 4 5 Dominant 0.400
33.3% 44.4% 83.3% Recessive 0.155
No 6 5 1 Homozygous 0.119
66.7% 55.6% 16.7% Heterozygous 1.000
P 12009658 LTA relapse CC CG GG Additive 1.000
Yes 8 4 0 Dominant 1.000
50.0% 50.0% 0.0% Recessive NA
No 8 4 0 Homozygous NA
50.0% 50.0% 0.0% Heterozygous 1.000
P rs111250247 LTA relapse TT TA AA Additive NA
Yes 12 0 0 Dominant NA
50.0% 0.0% 0.0% Recessive NA
No 12 0 0 Homozygous NA
50.0% 0.0% 0.0% Heterozygous NA
P 1915654 LTA relapse AA TA TT Additive 0.766
Yes 2 8 2 Dominant 1.000
40.0% 50.0% 66.7% Recessive 1.000
No 3 8 1 Homozygous 1.000
60.0% 50.0% 33.3%  Heterozygous 1.000
P rs34324979 HSPAIL relapse GG Gins ins Additive 0.155
Yes 7 5 0 Dominant 0.155
38.9% 83.3% 0.0% Recessive NA
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1

50.0% 100.0%
M rs3130048 BAG6 relapse matched unmatched 0.682
Yes 6 6
46.2% 54.5%
No 7 5
53.8% 45.5%
M 152844464 BAG6 relapse matched unmatched 1.000
Yes 9 3
52.9% 42.9%
No 8 4
47.1% 57.1%
M 152242656 BAG6 relapse matched unmatched 0.640
Yes 10 2
55.6% 33.3%
No 8 4
44.4% 66.7%
Source of Outcome
DNA® SNP Gene Istatus Number of patients Model p-value
D rs11571315 CTLA4 relapse TT CT CcC Additive 0.584
Yes 7 5 0 Dominant 0.682
53.8% 50.0% 0.0% Recessive 1.000
No 6 5 1 Homozygous 1.000
46.2% 50.0% 100.0%  Heterozygous 1.000
D 15733618 CTLA4 relapse CC CT TT Additive 1.000
Yes 3 7 2 Dominant 1.000
50.0% 50.0% 50.0% Recessive 1.000
No 3 7 2 Homozygous 1.000
50.0% 50.0% 50.0%  Heterozygous 1.000
D rs4553808 CTLA4 relapse AA AG GG Additive 1.000
Yes 11 1 0 Dominant 1.000
52.4% 33.3% 0.0% Recessive NA
No 10 2 0 Homozygous NA
47.6% 66.7% 0.0% Heterozygous 1.000
D rs11571316 CTLA4 relapse GG AG AA Additive 1.000
Yes 7 5 0 Dominant 1.000
50.0% 50.0% 0.0% Recessive NA
No 7 5 0 Homozygous NA
50.0% 50.0% 0.0% Heterozygous 1.000
D 1s62182595 CTLA4 relapse GG AG AA Additive 1.000
Yes 11 1 0 Dominant 1.000
52.4% 33.3% 0.0% Recessive NA
No 10 2 0 Homozygous NA
47.6% 66.7% 0.0% Heterozygous 1.000
D 1$573554201 CTLA4 relapse AA AG GG Additive NA
Yes 12 0 0 Dominant NA
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aP: patient; D: donor; M: patient and donor mismatch status.



