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Supplemental Table S1. qPCR validation of 38 CNVsidentified in 38 unique CHD participantswith available DNA.

Group CNV Region Size CNV Type Validate
CHD chr22:1725778-1979235. 2,534,56 Deletion, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr7:410251-486771 765,20t Duplication, 1 cop 1
CHD chrl8:134178C-1511250:; 1,694,70: Duplication, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop 1
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop 1
CHD chr22:211224(-2155405: 431,65¢ Deletion, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop 1
CHD chr22:2101131-2155405: 542,744 Deletion, 1 cop 1
CHD chr7:14305631-14350512 448,81: Duplication, 1 cop 1
CHD chr16:1503294-1619703 1,164,09. Duplication, 1 cop 1
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop 1
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop 1
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop 1
CHD chr10:1331365¢-13360834 471,75 Duplication, 1 cop 1
CHD chr10:4641073-4717361! 762,88! Duplication, 1 cop 1
CHD chr22:1725778-1972652: 2,468,74. Deletion, 1 cop 1
CHD chr22:2102448-2144186. 417,37" Deletion, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr3:9506716-9598911. 921,95( Duplication, 1copy 1
CHD chr10:268265-312364! 440,99: Duplication, 1 cop 1
CHD chr1:23932077-24002305 702,28 Duplication, 1 cop 1
CHD chr12:3341534-3466998: 1,254,63: Duplication, 1 cop 1
CHD chr22:2102448-2155405: 529,57. Deletion, 1 cop 1
CHD chr13:1027258¢-10334816 622,26. Duplication, 1 cop 1
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop 1
CHD chr22:1725778-1979022 2,532,43. Deletion, 1 cop 1
CHD chr22:1725778-1979235: 2,534,56! Deletion, 1 cop 1
CHD chr15:2030654-2077896:. 472,41 Deletion, 1 cop 1
CHD chr22:2088507-2140122: 516,15( Deletion, 1 cop 1
CHD chr22:1725778-1868699. 1,429,201 Deletion, 1 cop 1
CHD chr8:1162033-1193561. 315,28 Duplication, 1 cop 0
CHD chr2:11130348-11161706 313,58: Duplication, 1 cop 0
CHD chr9:19420-58966¢ 395,46! Duplication, 1 cop NA*




CHD chr22:2110091-2155405:! 453,14 Deletion, 1 cop
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop
CHD chr6:6522814-6638366! 1,155,52i Deletion, 1 cop
CHD chr16:1503294-1619703. 1,164,09. Deletion, 1 cop
CHD chr7:15805992-15862133 561,40t Duplication, 1 cop
CHD chr7:5721260-5759374! 381,13 Duplication, 1 cop
CHD chrl6:2189298-2233119! 438,21 Duplication, 1 cop
CHD chr15:2030654-2068568! 379,13t Deletion, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr15:2030654-2068568. 329,33! Deletion, 1 cop
CHD chr22:1725778-1972927: 2,471,49. Deletion, 1 cop
CHD chr22:2102448-2155405: 529,57. Deletion, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr22:2078458-2133089; 546,31: Deletion, 1 cop
CHD chr22:2110091-2155405: 453,14: Deletion, 1 cop
CHD chr22:1725778-1979235. 2,534,56! Duplication, 1 cop
CHD chrl:24454475-24487144 326,68t Duplication, 1 cop
CHD chr3:1162217-1195859. 336,411 Duplication, 1 cop
CHD chr22:2132833-2197924; 650,90! Deletion, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr22:2104656-2140122: 354,66 Deletion, 1 cop
CHD chr6:16252171-16290089 379,18 Duplication, 1 cop
CHD chr12:248033C-2515552! 352,22t Duplication, 1 cop
CHD chr15:2030654-2068568. 329,33! Duplication, 1 cop
CHD chr22:2132833-2197924. 650,90! Deletion, 1 cop
CHD chr22:1725778-1979235. 2,534,56! Duplication, 1 cop
CHD chr22:1906631-1979235. 726,03t Duplication,1 copy
CHD chr3:139402-197559: 581,56¢ Duplication, 1 cop
CHD chrl2:3341534-3456514! 1,149,79. Duplication, 1 cop
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop
CHD chr9:411749-453728! 419,79 Duplication, 1 cop
CHD chr22:1725778-1979235: 2,534,561 Deletion, 1 cop
CHD chr3:83232-140363! 571,311 Duplication, 1 cop
CHD chr22:1725778-1979235. 2,534,56! Deletion, 1 cop
CHD chr9:3658-3604 3¢ 323,85:. Deletion, 1 cop
CHD chr3:13357957-13394008 360,51 Deletion, 1 cop
Contro chr22:1942014-1979235: 372,20! Duplication, 1 cop
Contro chr18:107079-176701. 696,22. Duplication, 1 cop
Contro | chr4:11769526-11897251 1,277,24! Deletion, 1 cop




Contro chr3:272145-303550: 314,04! Duplication 1 copy -
Contro chr6:9377052-9421891! 448,39: Duplication, 1 cop -
Contro chr8:1359232-1470298! 1,110,65' Duplication, 2 copie -
Contro | chr4:18937020-18976656 396,36t Deletion, 1 cop -
Contro chr21:4628963-4690941 619,78 Duplication, 1copy -
Contro chr21:4619281-4690941 716,60! Duplication, 1 cop -
Contro chr21:4639125-4690941 518,16 Duplication, 1 cop -
Contro chr3:83232-140363! 571,311 Duplication, 1 cop -
Contro chr15:2031476-2063588. 321,12 Duplication, 1 cop -
Contro chr21:460867S-4690941 822,62! Duplication, 1 cop -
Contro | chrl:24613653-24656348 426,95: Duplication, 1 cop -
Contro chr7:7153256-7192150. 388,93t Deletion, 1 cop -
Contro chr15:2032113-2077896. 457,821 Deletion, 1 cop -
Contro chr19:479759€-4838768! 411,72( Duplication, 1 cop -
Contro chr15:2031476-2063588. 321,12: Duplication, 1 cop -
Contro chr2:7859117-7981116! 1,219,98. Deletion, 1 cop -
Contro chr3:54096-132545! 784,49 Duplication, 1 cop -
Contro chr21:4644997-4690941 459,44! Duplication, 1 cop -
Contro chr3:83232-141535: 583,02t Duplication, 1 cop -
Contro chrl2:114262-146101! 318,39! Duplication, 1 cop -
Contro chr15:2980735-3030221: 494,86( Duplication, 1 cop -
Contro chr21:208287€-2167201. 843,24 Duplication, 1 cop
Total CNVsqPCR validated: 35/37 (94 6%)
(Excluding 1 Sample Failure)*

Positions based on hgl8 genome build.
*Sample failure did not amplify tested CNV regions or control CNV regions, indicating poor DNA quality; denoted by “NA”.



Supplemental Table S2. Primer design for gPCR validation of CNVsin the CHD cohort.

Please see the Microsoft Excel Worksheet separately included with the online materials.



Supplemental Table S3. Sensitivity analyses from Cox proportional hazar ds regression by diagnostic class for the outcome of covariate-
adjusted transplant-free survival.

Total N | N Events CNV Burden P-Value
Hazard Ratio (HR)
DiagnosticClass : 204 9 16.54 (171-159.80 0.01¢
DiagnosticClass : 41 2 60.47 (0.1-2.45x1C) 0.64¢
DiagnosticClass . 46 5 6.64 (0.5-86.33 0.14¢
DiagnosticClass - 131 31 2.47 (9.6-6.31 0.05¢

Cox proportional hazards regression analyses reported adjusted for all variables reported in the “Statistical Analyses” section of the Methods
with the exception of Diagnostic Class (which was singular in each sensitivity analysis).
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Targeted Region(s)

chr1:239320770-240023059
chr2:111303487-111617069
chr3:95067163-95989113
chr7:4102511-4867717
chr7:143056311-143505123
chr8:11620338-11935618
chr9:194201-589666
chr10:2682656-3123648
chr10:46410734-47173619
chr10:133136594-133608348
chr12:33415349-34669982
chr13:102725899-103348161
chr15:20306549-20685685
chr16:15032942-16197033
chr18:13417800-15112502

¢hr22:17257787-19792353, chr22:17257787-19726528, chr22:17257787-

19790220, chr22:17257787-1

chr22:20885078-21401228, chr22:21011312-21554058, chr22:21024486-
21441861, chr22:21024486-21554058, chr22:21122400-21554058

8686993

SNCA Control
GAPDH Control

Amplicon Position (hg18)

Amplicon Sequence UPL Probe Left Primer Sequence
11 tcacaatgggtctgatctgc

chr1:239824508-239824631
chr2:111461205-111461304

26 aaccactetttggeetget
84 getcctggagggaaatcaat

chr7:4214233-4214299
chr7:143297051-143297125
chr8:11748292-11748409
chr9:460625-460697
chr10:2822646-2822705
chr10:47128596-47128719
chr10:133261877-133261938
chr12:33644954-33645013
chr13:102965076-102965136

16 ccaacctcttgetgticctaa
3 casacttctetgettcactcttgt

27 cgacaggggatggaaagag

76 caagaaageaccgecact

76 ccegetcctetgatttactg

58 ggtaccatggacctgactgg

42 cttggtaaccgecagacg

32 aatccccaggacggtgtt

13 teacctatcectggtgeatt

12 acttgeaagctatgaggaattttt

chrl
chr16:16045782-16045846
chr18:13731942-13732020

chr22:17729380-17729493

chr22:21222566-21222627

27 aacggcttcacctecttgt
11 caggcacagagatgaaccag

79 ticteatcgctgteactget

13 cgageacctctactggaatga

chr12:6515824-6515886

68 gtgagaagaccaaagagcaa
10 getgeattegeectctta




