Table S1. Associations between SNPs and lenticulostriate vasculopathy (LSV) on cUS in infants with cCMV.

dbSNP

Genetic Without LSV LSV o )
Gene ID Model Genotype =51 n=dl OR (95% CI)  P-valuez AIC
number!
G/G 19 (37.2%) 17 (41.5%) 1.00
Codominant G/A 27 (52.9%) 22 (53.7%) 0.91 (0.38-2.16) 0.65 131.6
A/A 5 (9.8%) 2 (4.9%)  0.45(0.08-2.61)
) G/G 19 (37.2%) 17 (41.5%) 1.00
Dominant 0.68 130.3
IL1B rs16944 G/A-A/A 32 (62.8%) 24 (58.5%) 0.84 (0.36-1.94)
(G/A) . G/G-G/A 46 (90.2%) 39 (95.1%) 1.00
Recessive 0.37 129.6
A/A 5 (9.8%) 2 (4.9%)  0.47 (0.09-2.57)
G - . 00 B O0 .
Overdominant /G-AIA 24 (47.1%) 19 (46.3%) 1.00 0.95 130.4
G/A 27 (52.9%) 22 (53.7%) 1.03 (0.45-2.35)
Log-additive -—- -—- -—- 0.78 (0.39-1.54) 0.47 129.9
T/T 33 (64.7%) 24 (58.5%) 1.00
Codominant T/G 14 (27.4%) 14 (34.1%) 1.37 (0.55-3.41) 0.79 132
G/G 4 (7.8%) 3 (7.3%) 1.03 (0.21-5.04)
) T/T 33 (64.7%) 24 (58.5%) 1.00
Dominant 0.54 130.1
L12B rs3212227 T/G-G/G 18 (35.3%) 17 (41.5%) 1.30 (0.56-3.03)
(T/G) . T/T-T/G 47 (92.2%) 38 (92.7%) 1.00
Recessive 0.92 130.4
G/G 4 (7.8%) 3(7.3%)  0.93(0.20-4.40)
T/T- 7 (72.5% 27 (65.8% 1.
Overdominant TGIG 37.(72:5%) (65.8%) 00 0.49 130
T/G 14 (27.4%) 14 (34.1%) 1.37 (0.56-3.34)
Log-additive - - - 1.15 (0.60-2.20) 0.67 130.3
C/C 25 (49%) 16 (39%) 1.00
Codominant C/T 19 (37.2%) 19 (46.3%) 1.56 (0.64-3.82) 0.61 131.5
T/T 7 (13.7%) 6 (14.6%) 1.34 (0.38-4.71)
) c/C 25 (49%) 16 (39%) 1.00
rs12979860 Dominant 0.34 129.5
IL28B ) C/T-T/T 26 (51%) 25 (61%)  1.50 (0.65-3.46)
. C/C-C/T 44 (86.3%) 35 (85.4%) 1.00
Recessive 0.9 130.4
T/T 7 (13.7%) 6 (14.6%)  1.08 (0.33-3.50)
Overdominant C/C-T/T 32 (62.8%) 22 (53.7%) 1.00 0.38 129.7
Log-additive - - - 1.25 (0.69-2.24) 0.46 129.9
A/A 29 (56.9%) 21 (51.2%) 1.00
Codominant A/G 21 (41.2%) 18 (43.9%) 1.18 (0.51-2.75) 0.68 131.7
G/G 1(2%) 2 (4.9%) 2.76 (0.23-32.50)
A/A 29 (56.9%) 21 (51.2%) 1.00
1024611 Dominant 0.59 130.2
ccr2 *° (i / G6) ' A/G-G/G  22(431%) 20 (48.8%) 1.26 (0.55-2.87)
. A/A-A/G 50 (98%) 39 (95.1%) 1.00
Recessive 0.43 129.8
G/G 1(2%) 2 (4.9%) 2.56 (0.22-29.32)
) A/A-G/G 30 (58.8%) 23 (56.1%) 1.00
Overdominant 0.79 130.4
A/G 21 (41.2%) 18 (43.9%) 1.12(0.49-2.57)
Log-additive - - - 1.31 (0.63-2.73) 0.47 129.9
DC- 15735240 . G/G 19 (37.2%) 16 (39%) 1.00
Cod t 0.78 131.9
SIGN  (G/A) odominan G/A 22 43.1%)  15(36.6%) 0.81(0.32-2.06)



A/A 10 (19.6%) 10 (24.4%) 1.19 (0.40-3.57)
. G/G 19 (37.2%) 16 (39%) 1.00
Dominant 0.86 130.4
G/A-A/A 32 (62.8%) 25 (61%)  0.93 (0.40-2.16)
. G/G-G/A 41 (80.4%) 31 (75.6%) 1.00
Recessive 0.58 130.1
A/A 10 (19.6%) 10 (24.4%) 1.32(0.49-3.57)
. G/G-A/A 29 (56.9%) 26 (63.4%) 1.00
Overdominant 0.52 130
G/A 22 (43.1%) 15 (36.6%) 0.76 (0.33-1.77)
Log-additive - -— -— 1.05 (0.61-1.82) 0.85 130.4
G/G 48 (94.1% 34 (82.9% 1.00
TLRy 50743708 / (94.1%) (82.9%) 0.085 1275
(G/A) G/A 3 (5.9%) 7 (17.1%) 3.29 (0.79-13.66)
TLR4 rs4986791 . c/C 47 (92.2%) 36 (87.8%) 1.00 0.49 130
(C/T) C/T 4 (7.8%) 5(12.2%) 1.63 (0.41-6.52)
T/T 17 (33.3%) 13 (31.7%) 1.00
Codominant C/T 26 (51%) 21 (51.2%) 1.06 (0.42-2.66) 0.98 132.4
C/C 8 (15.7%) 7 (17.1%) 1.14(0.33-3.97)
) T/T 17 (33.3%) 13 (31.7%) 1.00
Dominant 0.87 130.4
TLR9 rs352140 C/T-C/C 34 (66.7%) 28 (68.3%) 1.08 (0.45-2.59)
(C/T) . T/T-C/T 43 (84.3%) 34 (82.9%) 1.00
Recessive 0.86 130.4
C/C 8 (15.7%) 7 (17.1%) 1.11 (0.36-3.36)
T/T-C % 8% .
Overdominant rcic 25 (49%) 20 (48.8%) 1.00 0.98 130.4
C/T 26 (51%) 21 (51.2%) 1.01 (0.44-2.30)
Log-additive - - - 1.07 (0.58-1.95) 0.83 130.4

Data presented as number (%), cUS, cranial ultrasound; cCMV, congenital HCMYV infection; LSV, lenticulostriate vasculopathy;
OR, odds ratio; CI, confidence interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif
chemokine ligand 2; DC-SIGN, dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ! SNP database
(dbSNP) reference number (ID number); 2 P-value for comparison between asymptomatic and symptomatic group;

Table S2. Associations between SNPs and increased periventricular echogenicity on cUS in infants with cCMV.

Without Increased
dbSNP Genetic increased eriventricular P-
Gene ID Genotype periventricular P . . OR (95% CI) AIC
Model . . echogenicity value?
number! echogenicity
n=24
n =68
G/G 26 (38.2%) 10 (41.7%) 1.00
Codominant G/A 37 (54.4%) 12 (50%)  0.84(0.32-2.24) 0.93 1115
A/A 5 (7.3%) 2 (8.3%) 1.04 (0.17-6.26)
i G/G 26 (38.2%) 10 (41.7%) 1.00
Dominant 0.77 109.5
IL1B rs16944 G/A-A/A 42 (61.8%) 14 (58.3%)  0.87 (0.34-2.24)
(G/A) . G/G G/A 63 (92.7%) 22 (91.7%) 1.00
Recessive 0.88 109.6
A/A 5 (7.3%) 2 (8.3%) 1.15 (0.21-6.33)
G/G-A 6% % .
Overdominant /G-A/A 31 (45.6%) 12 (50%) 1.00 071 1095
G/A 37 (54.4%) 12 (50%)  0.84 (0.33-2.13)
Log-additive --- --- -—- 0.94 (0.43-2.02) 0.86 109.6
T/T 39 (57.4%) 18 (75%) 1.00
3212027 Codominant T/G 22 (32.4%) 6 (25%) 0.59 (0.20-1.71) 0.067 106.2
L2 o G/G 7 (10.3%) 0(0%) 0.0 (0.00-NA)
. T/T 39 (57.4%) 18 (75%) 1.00
Dominant 0.12 107.2

T/G-G/G 29 (42.6%) 6(25%)  0.45(0.16-1.27)




. T/T-T/G 61 (89.7%) 24 (100%) 1.00
Recessive 0.035 105.2
G/G 7 (10.3%) 0 (0%) 0.00 (0.00-NA)
T/T- 46 (67.7% 18 (75% 1.
Overdominant TGIG 6 (67.7%) 8 (75%) 00 05 109.1
T/G 22 (32.4%) 6 (25%) 0.70 (0.24-2.00)
Log-additive - - - 0.43(0.17-1.08) 0.049 105.7
C/C 30 (44.1%) 11 (45.8%) 1.00
Codominant C/T 27 (39.7%) 11 (45.8%) 1.11(0.42-297) 0.6 110.6
T/T 11 (16.2%) 2 (8.3%) 0.50 (0.09-2.60)
. c/C 30 (44.1%) 11 (45.8%) 1.00
Dominant 0.88 109.6
11.28B rs12979860 C/T-T/T 38 (55.9%) 13 (54.2%) 0.93 (0.37-2.38)
(C/T) ) C/C-C/T 57 (83.8%) 22 (91.7%) 1.00
Recessive 0.32 108.6
T/T 11 (16.2%) 2 (8.3%) 0.47 (0.10-2.30)
C = . 00 . 00 .
Overdominant /CTT 41 (60.3%) 13 (54.2%) 1.00 0.6 109.3
C/T 27 (39.7%) 11 (45.8%)  1.28 (0.50-3.28)
Log-additive - - - 0.82 (0.42-1.61) 0.56 109.3
A/A 35 (51.5%) 15 (62.5%) 1.00
Codominant A/G 30 (44.1%) 9 (37.5%) 0.70 (0.27-1.83) 0.3 109.2
G/G 3 (4.4%) 0 (0%) 0.00 (0.00-NA)
. A/A 35 (51.5%) 15 (62.5%) 1.00
Dominant 0.35 108.7
CCL2 rs1024611 A/G-G/G 33 (48.5%) 9 (37.5%) 0.64 (0.25-1.65)
(A/G) ) A/A-A/G 65 (95.6%) 24 (100%) 1.00
Recessive 0.17 107.8
G/G 3 (4.4%) 0 (0%) 0.00 (0.00-NA)
A/A- 9% 15 (62.5% 1.
Overdominant IA-GIG 38 (55.9%) > (62.5%) 00 0.57 109.3
A/G 30 (44.1%) 9 (37.5%) 0.76 (0.29-1.98)
Log-additive - - - 0.60 (0.25-1.44) 0.24 108.2
G/G 27 (39.7%) 8 (33.3%) 1.00
Codominant G/A 29 (42.6%) 8 (33.3%) 0.93(0.31-2.83) 0.3 109.2
A/A 12 (17.6%) 8 (33.3%) 2.25 (0.68-7.42)
. G/G 27 (39.7%) 8 (33.3%) 1.00
Dominant 058 109.3
DC- rs735240 G/A-A/A 41 (60.3%) 16 (66.7%)  1.32(0.50-3.50)
SIGN (G/A) . G/G-G/A 56 (82.3%) 16 (66.7%) 1.00
Recessive 0.12 107.2
A/A 12 (17.6%) 8 (33.3%) 2.33 (0.81-6.69)
G/G-A/A 39 (57.4% 16 (66.7% 1.00
Overdominant / / ( °) ( ) 0.42 109
G/A 29 (42.6%) 8 (33.3%) 0.67 (0.25-1.78)
Log-additive - - - 1.47 (0.79-2.72) 0.22 108.1
1(89.7% 21 (87.5% 1.
TLR? rs5743708 G/G 61 (89.7%) (87.5%) 00 077 1095
(G/A) G/A 7 (10.3%) 3 (12.5%) 1.24 (0.29-5.26)
2.7% 2 3% 1.
TLRa TS4986791 e BT P 252 00062 021 108
(C/T) C/T 5(7.3%) 4 (16.7%) 92 (0. '
10.30)
T/T 22 (32.4%) 8 (33.3%) 1.00
Codominant C/T 37 (54.4%) 10 (41.7%) 0.74(0.26-2.16) 0.37 109.6
c/C 9 (13.2%) 6 (25%) 1.83 (0.49-6.81)
rs352140
TLR9 . T/T 22 (32.4%) 8 (33.3%) 1.00
(C/T) Dominant 093 109.6
C/T-C/C 46 (67.7%) 16 (66.7%)  0.96 (0.36-2.57)
) T/T-C/T 59 (86.8%) 18 (75%) 1.00
Recessive 0.2 1079
C/C 9 (13.2%) 6 (25%) 2.19 (0.69-6.97)




T/T-C/C 31 (45.6%) 14 (58.3%) 1.00
/T 37 (54.4%) 10 (41.7%)  0.60 (0.23-1.53)

Overdominant 0.28 108.5

Log-additive - - -- 1.26 (0.64-2.50) 0.5 109.2

Data presented as number (%), cUS, cranial ultrasound; cCMV, congenital HCMYV infection; OR, odds ratio; CI, confidence
interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2; DC-SIGN,
dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ' SNP database (dbSNP) reference number (ID
number); 2 P-value for comparison between asymptomatic and symptomatic group.

Table S3. Associations between SNPs and calcifications on cUS in infants with cCMV.

dbSNP Without

Gene ID Genetic Genotype calcifications Calcifications OR (95% CI) P- AlIC
Model n=25 value?
number! n==67
G/G 26 (38.8%) 10 (40%) 1.00
Codominant G/A 36 (53.7%) 13 (52%) 0.94 (0.36-2.47) 0.99 113.6
A/A 5 (7.5%) 2 (8%) 1.04 (0.17-6.26)
. G/G 26 (38.8%) 10 (40%) 1.00
Dominant 092 111.6
IL1B rs16944 G/A-A/A 41 (61.2%) 15 (60%) 0.95 (0.37-2.43)
(G/A) . G/G-G/A 62 (92.5%) 23 (92%) 1.00
Recessive 093 111.6
A/A 5 (7.5%) 2 (8%) 1.08 (0.20-5.95)
-A/A 1 (46.3% 12 (48% 1.
Overdominant GIG-A/ 31 (46.3%) (48%) 00 0.88 111.6
G/A 36 (53.7%) 13 (52%) 0.93 (0.37-2.34)
Log-additive - - - 0.98 (0.46-2.10) 096 111.6
T/T 38 (56.7%) 19 (76%) 1.00
Codominant T/G 24 (35.8%) 4 (16%) 0.33 (0.10-1.10) 0.15 109.9
G/G 5(7.5%) 2 (8%) 0.80 (0.14-4.51)
) T/T 38 (56.7%) 19 (76%) 1.00
Dominant 0.083 108.6
L12B rs3212227 T/G-G/G 29 (43.3%) 6 (24%) 0.41 (0.15-1.17)
(T/G) . T/T-T/G 62 (92.5%) 23 (92%) 1.00
Recessive 093 111.6
G/G 5(7.5%) 2 (8%) 1.08 (0.20-5.95)
i T/T-G/G 43 (64.2%) 21 (84%) 1.00
Overdominant 0.056 108
T/G 24 (35.8%) 4 (16%) 0.34 (0.10-1.11)
Log-additive --- --- --- 0.60 (0.26-1.34) 0.19 109.9
C/C 29 (43.3%) 12 (48%) 1.00
Codominant T/C 29 (43.3%) 9 (36%) 0.75 (0.27-2.05) 0.81 113.2
T/T 9 (13.4%) 4 (16%) 1.07 (0.28-4.17)
. c/C 29 (43.3%) 12 (48%) 1.00
Dominant 0.69 111.5
[1.08B rs12979860 C/T-T/T 38 (56.7%) 13 (52%) 0.83 (0.33-2.08)
(C/T) . C/C-C/T 58 (86.6%) 21 (84%) 1.00
Recessive 0.76 1115
T/T 9 (13.4%) 4 (16%) 1.23 (0.34-4.41)
. C/C-T/T 38 (56.7%) 16 (64%) 1.00
Overdominant 053 111.2
C/T 29 (43.3%) 9 (36%) 0.74 (0.29-1.90)
Log-additive - - - 0.96 (0.50-1.84) 0.9 111.6
A/A 34 (50.8%) 16 (64%) 1.00
1024611 Codominant A/G 30 (44.8%) 9 (36%) 0.64 (0.25-1.65) 0.24 110.8
ccr2 AG) G/G 3 (4.5%) 0 (0%) 0.00 (0.00-NA)
) A/A 34 (50.8%) 16 (64%) 1.00
Dominant 0.25 110.3

A/G-G/G 33 (49.2%) 9 (36%) 0.58 (0.22-1.49)




. A/A-A/G 64 (95.5%) 25 (100%) 1.00
Recessive 0.16 109.7
G/G 3 (4.5%) 0 (0%) 0.00 (0.00-NA)
Overdominant A/A-G/G 37 (55.2%) 16 (64%) 1.00 045 1111
Log-additive - - - 0.55 (0.23-1.32) 0.17 109.7
G/G 22 (32.8%) 13 (52%) 1.00
Codominant G/A 29 (43.3%) 8 (32%) 0.47 (0.16-1.32) 0.25 110.8
A/A 16 (23.9%) 4 (16%) 0.42 (0.12-1.54)
. G/G 22 (32.8%) 13 (52%) 1.00
Dominant 0.095 108.9
DC- rs735240 G/A-A/A 45 (67.2%) 12 (48%) 0.45 (0.18-1.15)
SIGN (G/A) . G/G-G/A 51 (76.1%) 21 (84%) 1.00
Recessive 04 110.9
A/A 16 (23.9%) 4 (16%) 0.61 (0.18-2.03)
G - . 0O 0O B
Overdominant [G-AJA 38 (56.7%) 17 (68%) 1.00 032 110.7
G/A 29 (43.3%) 8 (32%) 0.62 (0.23-1.63)
Log-additive - - - 0.61 (0.32-1.16) 0.12 109.2
TLR? rs5743708 G/G 62 (92.5%) 20 (80%) 1.00 0.1 109
(G/A) G/A 5(7.5%) 5 (20%) 3.10 (0.81-11.82)
C/C 61 (91% 22 (88% 1.00
TLRa S986791 f (O1%) (88%) 067 1115
(C/T) C/T 6 (9%) 3 (12%) 1.39 (0.32-6.02)
T/T 21 (31.3%) 9 (36%) 1.00
Codominant C/T 34 (50.8%) 13 (52%) 0.89 (0.33-2.45) 0.76 113.1
c/C 12 (17.9%) 3 (12%) 0.58 (0.13-2.58)
. T/T 21 (31.3%) 9 (36%) 1.00
Dominant 0.67 1115
TLR9 rs352140 C/T-C/C 46 (68.7%) 16 (64%) 0.81 (0.31-2.13)
(C/T) . T/T-C/T 55 (82.1%) 22 (88%) 1.00
Recessive 048 111.1
C/C 12 (17.9%) 3 (12%) 0.62 (0.16-2.43)
. T/T-C/C 33 (49.2%) 12 (48%) 1.00
Overdominant 091 111.6
C/T 34 (50.8%) 13 (52%) 1.05 (0.42-2.64)
Log-additive - - - 0.79 (0.40-1.57) 0.51 1112

Data presented as number (%), cUS, cranial ultrasound; cCMV, congenital HCMYV infection; OR, odds ratio; CI, confidence
interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2; DC-SIGN,
dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ' SNP database (dbSNP) reference number (ID
number); 2 P-value for comparison between asymptomatic and symptomatic group.

Table S4. Associations between SNPs and abnormal myelination on MRI in infants with cCMV.

dbSNP Genetic avl:’:o}:r)rl:atl Abnormal
Gene ID Genotype .. . . OR (95% CI)  P-value? AIC
number! Model myelination = myelination
n="72 n=15
G/G 27 (37.5%) 8 (53.3%) 1.00
Codominant  G/A 38 (52.8%) 7(46.7%)  0.62(020-1.92) 018 825
AJA 7 (9.7%) 0(0%)  0.00 (0.00-NA)
_ G/G 27 (37.5%) 8 (53.3%) 1.00
g 16944 Pominant o\ A/JA 45 (62.5%) 7467%) 052017161 026 827
(G/A) Recessive | G/G-GIA 65(903%) 15 (100%) 1.00 096 812
A/A 7 (9.7%) 0(0%)  0.00 (0.00-NA)
_ GIG-A/A 34 (47.2%) 8 (53.3%) 1.00
Overdominant =, | 38 (52.8%) 7467%) 078026230 %7 838
Log-additive - - - 048 (0.18-1.30) 013 817




/T 41 (56.9%) 12 (80%) 1.00
Codominant  T/G 24 (33.3%) 3(20%) 043 (0.11-1.67) 011 815
G/G 7 (9.7%) 0(0%)  0.00 (0.00-NA)
_ /T 41 (56.9%) 12 (80%) 1.00
D t 0.084 81
Ligp 159212227 oM TG.G/IG 31(43.1%) 3(20%)  0.33(0.09-1.27)
(T/G) Recessive | UTTG  65(903%) 15 (100%) 1.00 0% 812
G/G 7 (9.7%) 0(0%)  0.00(0.00-NA) '
_ T/T-GIG 48 (66.7%) 12 (80%) 1.00
Overd t 029 829
verdomnant - pg 24 (33.3%) 3(20%)  0.50 (0.13-1.94)
Log-additive ; ; ; 034 (0.10-1.16)  0.049  80.1
C/C 30 (41.7%) 7 (46.7%) 1.00
Codominant ~ C/T 32 (44.4%) 5(33.3%)  0.67(0.192.34) 069 852
/T 10 (13.9%) 3(20%)  1.29 (0.28-5.94)
_ C/C 30 (41.7%) 7 (46.7%) 1.00
D t 072 839
Lagp $12979860 OMIMAN T 42(58.3%) 8(53.3%)  0.82(0.27-2.50)
(C/T) Recessive | CICCIT62(86.1%) 12 (80%) 1.00 56 sk
1V . .
/T 10 (13.9%) 3(20%)  1.55(0.37-6.48)
_ C/CT/T 40 (55.6%) 10 (66.7%) 1.00
Overd t 042 833
verdomnant oy 32 (44.4%) 5(333%)  0.63(0.19-2.01)
Log-additive ; ; ; 102(047-224) 096 84
A/A 37 (51.4%) 8 (53.3%) 1.00
Codominant  A/G 33 (45.8%) 6(40%)  0.84(0262.68) 076 854
G/G 2 (2.8%) 1(67%)  2.31(0.19-28.72)
_ A/A 37 (51.4%) 8 (53.3%) 1.00
D t 089 84
oLy TS1024611 oMM AJG-G/G 35 (48.6%) 7(46.7%)  0.92(0.30-2.82)
(A/G) Recessive  AA-AIG70(97.2%) 14 (93.3%) 1.00 4 s
1V . .
G/G 2 (2.8%) 1(67%)  2.50 (0.21-29.50)
_ A/A-G/G 39 (54.2%) 9 (60%) 1.00
Overd t 068  83.8
verdommant - g 33 (45.8%) 6(40%)  0.79 (0.25-2.44)
Log-additive ; ; ; 106 (0402.83) 09 84
G/G 26 (36.1%) 5 (33.3%) 1.00
Codominant ~ G/A 30 (41.7%) 6(40%)  1.04(028381) 093 858
A/A 16 (22.2%) 4(267%) 130 (0.30-5.57)
. G/G 26 (36.1%) 5 (33.3%) 1.00
D ¢ 84 :
DC- 735240 oMM G/A-A/A 46(639%)  10(667%)  113(035367)  or %7
SIGN  (G/A) , G/G-G/A 56 (77.8%) 11 (73.3%) 1.00
R 071 839
ceessive A/A 16 (22.2%) 4(267%)  1.27 (0.36-4.54)
_ G/G-A/A 42 (58.3%) 9 (60%) 1.00
Overd t 09 84
Verdommant o/ 30 (41.7%) 6(40%)  0.93(0.30-2.90)
Log-additive ; ; ; 113 (0.54236) 074 839
155743708 G/G 64 (88.9%) 14 (93.3%) 1.00
TLR2 059 837
(G/A) G/A 8 (11.1%) 1(67%)  0.57(0.07-4.94)
154986791 C/C 67 (93.1%) 12 (80%) 1.00
TLR4 015 819
(C/T) C/T 5 (6.9%) 3(20%)  3.35(0.71-15.90)
/T 23 (31.9%) 5 (33.3%) 1.00
Codomjnant  T/C 37 (51.4%) 7(467%)  0.87(025-3.07) 093 858
Igo 9352140 C/C 12 (16.7%) 3(20%)  1.15(0.23-5.65)
(C/T) Dominant /T 23 (31.9%) 5 (33.3%) 1.00 v s
C/T-C/C 49 (68.1%) 10 (66.7%)  0.94 (0.29-3.06) '
Recessive  T/T-C/T 60 (83.3%) 12 (80%) 1.00 076 839




C/C 12 (16.7%) 3(20%)  1.25(0.31-5.11)

T/T-C/C 35 (48.6%) 8 (53.3%) 1.00

074 839
/T 37 (51.4%) 7(46.7%)  0.83(0.27-2.52)

Overdominant

Log-additive - . . 1.04 (0.46-2.34) 0.92 84

Data presented as number (%);MRL magnetic resonance imaging; cCMYV, congenital HCMYV infection; OR, odds ratio; CL,
confidence interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2;
DC-SIGN, dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ! SNP database (dbSNP) reference number
(ID number); 2 P-value for comparison between asymptomatic and symptomatic group.

Table S5. Associations between SNPs and abnormal white matter on MRI in infants with cCMV.

dbSNP Genetic a‘grlltoll(r);latl Al:::l?irtl: . P
0,
Gene 1D Model Genotype white matter matter OR (95% CD value? AlC
number!
n=23 n==64
G/G 10 (43.5%) 25 (39.1%) 1.00
Codominant  GJA 10 (43.5%)  35(547%) 140(051-387) 05  105.1
AJA 3 (13%) 4(62%) 053 (0.10-2.82)
_ G/G 10 (43.5%) 25 (39.1%) 1.00
D t 071 1044
qp | TS16944 OMIMANT G/A-A/A 13 (56.5%)  39(60.9%)  1.20 (0.46-3.15)
(G/A) Recessive | GIGGIA 20(87%) 60 (93.8%) 1.00 035 1055
AJA 3 (13%) 4(62%)  0.44(0.09-2.16) ' ‘
Overdominan C/C-A/A  13(365%)  29(453%) 1.00
Vi 1
G/A 10 (43.5%) 35 (547%) 157 (0.60-410) 036 103.6
Log-additive 0.94(0432.03) 087 1045
T/T 15 (65.2%) 38 (59.4%) 1.00
Codominant  T/G 6 (26.1%) 21 (32.8%) 138 (0.47-409) 083  106.1
G/G 2 (8.7%) 5(78%) 0.9 (0.17-5.65)
_ T/T 15 (65.2%) 38 (59.4%) 1.00
D t 062 1043
L 153212227 oM TG.GIG 8(34.8%) 26 (40.6%)  1.28 (0.48-3.46)
(T/G) Recessive | VTT/G 210013%) 59 (92.2%) 1.00 089 1045
G/G 2 (8.7%) 5(7.8%)  0.89 (0.16-4.94) ' ‘
_ TT-G/G 17 (73.9%) 43 (67.2%) 1.00
Overd t 055 1041
verdommant g 6 (26.1%) 21 (32.8%)  1.38 (0.48-4.02)
Log-additive 113(053242) 075 1044
c/C 11 (47.8%) 26 (40.6%) 1.00
Codominant  C/T 10 (43.5%) 27 (42.2%)  1.14(0.42-3.14) 057 1054
/T 2 (8.7%) 11 (17.2%)  2.33 (0.44-12.28)
r$12979860 , c/C 11 (47.8%) 26 (40.6%) 1.00
IL.28B D ¢ 055 1041
(C/T) OMINANtCTT  12(522%) 38 (59.4%)  1.34 (0.51-3.49)
, C/C-C/T  21(913%) 53 (82.8%) 1.00
R 03 1034
ceessive T/T 2 (8.7%) 11(17.2%)  2.18 (0.44-10.68)
Overdominant C/C-T/T 13 (56.5%) 37 (57.8%) 1.00 091 1045
Log-additive 138(0.69-279) 036 103.6
AJA 13 (56.5%) 32 (50%) 1.00
Codominant  A/G 9 (39.1%) 30 (46.9%)  135(0.51-3.63) 08  106.1
G/G 1(4.3%) 2(31%)  0.81(0.07-9.76)
1024611 % .
rs Dominant A/A 13 (56.5%) 32 (50%) 1.00 15 1042

CCL2  (A/G) A/G-G/G 10 (43.5%) 32(50%)  1.30(0.50-3.39)




, A/AAIG  22(957%) 62 (96.9%) 1.00
R 079 1044
ccessive G/G 1(4.3%) 2(31%)  0.71(0.06-8.22)
, A/AGIG 14 (609%) 34 (53.1%) 1.00
Overd t 052  104.1
verdomimant g 9(39.1%) 30 (46.9%)  1.37(0.52-3.62)
Log-additive 118(050278) 07 1043
G/G 8(34.8%) 23 (35.9%) 1.00
Codominant  G/A 11(47.8%)  25(39.1%) 0.79(0.27-231) 068 1057
A/A 4 (17.4%) 16 (25%) 139 (0.36-5.42)
, G/G 8(34.8%) 23 (35.9%) 1.00
D ¢ 092 1045
DC-  rs735240 OMInANt  G/A-AJA 15(652%) 41 (641%)  0.95(0.35-2.58)
SIGN  (G/A) , G/G-G/A  19(82.6%) 48 (75%) 1.00
R 045 1039
ccessive A/A 4 (17.4%) 16 (25%)  1.58 (0.47-5.35)
, G/G-A/A  12(522%) 39 (60.9%) 1.00
d ¢ 47 104
Overdominant -, 11(47.8%)  25(391%) 070(027-183)  ° 0
Log-additive 112(059211) 072 1044
155743708 G/G 21 (91.3%) 57 (89.1%) 1.00
TLR2 - 0.76  104.4
(G/A) G/A 2 (8.7%) 7(109%) 129 (0.25-6.71)
154986791 C/C 21 (91.3%) 58 (90.6%) 1.00
TLR4 ; 092 1045
(C/T) /T 2 (8.7%) 6(94%)  1.09 (0.20-5.81)
/T 8(34.8%) 20 (31.2%) 1.00
Codominant ~ C/T 13 (56.5%) 31 (484%)  095(0.34271) 041 1047
c/C 2 (8.7%) 13 (20.3%)  2.60 (0.48-14.23)
, /T 8(34.8%) 20 (31.2%) 1.00
rs352140 Dominant 0.76 104.4
TRy C/T-C/IC  15(652%) 44 (68.8%)  1.17 (0.43-3.21)
_ T/T-C/T 21 (91.3%) 51 (79.7%) 1.00
Recessive 0.18 102.7
c/C 2 (8.7%) 13 (20.3%)  2.68 (0.56-12.90)
_ T/T-C/IC 10 (435%) 33 (51.6%) 1.00
Overdominant 0.51 104.1
C/T 13 (56.5%) 31 (484%)  0.72 (0.28-1.89)
Log-additive 139 (0.682.82) 036 1037

Data presented as number (%); MRI, magnetic resonance imaging; cCMYV, congenital HCMV infection; OR, odds ratio; CI,
confidence interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2;

DC-SIGN, dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ! SNP database (dbSNP) reference number
(ID number); 2 P-value for comparison between asymptomatic and symptomatic group.

Table S6. Associations between SNPs and calcifications on MRI in infants with cCMV.

dbSNP Genetic Without Calcification P-
Gene ID Genotype  calcification OR (95% CI) AIC
Model n=15 value?
number! n="72
G/G 29 (40.3%) 6 (40%) 1.00
Codominant  G/A 37 (51.4%) 8(533%)  1.05(0.33-3.35) 097 859
A/A 6 (8.3%) 1(6.7%) 0.81 (0.08-7.97)
, G/G 29 (40.3%) 6 (40%) 1.00
g 516944 Pominant = o\ AJA 43 (59.7%) 9 (60%) 101 (033315 00 84
(G/A) Recessive | GIGCIA 66 (OL7%) 14(93.3%) 1.00 083 839
A/A 6 (8.3%) 1(6.7%) 0.79 (0.09-7.05)
, G/G-A/A 35 (48.6%) 7 (46.7%) 1.00
Overdominant =, | 37 (51.4%) §(533%)  1.08(035330) OO0 84
Log-additive 0.96 (0.39-2.38) 094 84
IL12B Codominant  T/T 41 (56.9%) 12 (80%) 1.00 011 815



/G 24 (33.3%) 3 (20%) 0.43 (0.11-1.67)
G/G 7 (9.7%) 0 (0%) 0.00 (0.00-NA)
, /T 41 (56.9%) 12 (80%) 1.00
oy UCOC LIS __jem onamam
(T/G) Recessive GG 7 9.7%) 0 (0%) 0.00 (0.00-NA) 0.096 81.2
. TT-G/G 48 (66.7%) 12 (80%) 1.00
Overdominant - 24 (33.3%) 3 (20%) 050 (0.13-1.94) 0% 829
Log-additive 0.34 (0.10-1.16) 0.049 80.1
C/C 30 (41.7%) 7 (46.7%) 1.00
Codominant ~ C/T 32 (44.4%) 5(333%)  0.67(0.19-234) 069 852
/T 10 (13.9%) 3 (20%) 1.29 (0.28-5.94)
. C/C 30 (41.7%) 7 (46.7%) 1.00
Dominant 0.72 839
1512979860 C/T-TIT 42 (58.3%) 8(53.3%)  0.82(0.27-2.50)
L2885 orm) . C/IC-CIT  62(86.1%) 12 (80%) 1.00
Recessive 0.56 83.6
/T 10 (13.9%) 3 (20%) 1.55 (0.37-6.48)
, C/CT/T 40 (55.6%) 10 (66.7%) 1.00
Overdominant 042 833
C/T 32 (44.4%) 5(33.3%)  0.63(0.19-2.01)
Log-additive 102 (0.47-224) 096 84
A/A 37 (51.4%) 8 (53.3%) 1.00
Codominant  A/G 32 (44.4%) 7(467%)  101(0.33-310) 056 848
G/G 3 (4.2%) 0 (0%) 0.00 (0.00-NA)
, A/A 37 (51.4%) 8 (53.3%) 1.00
coLp  TS1024611 Pominant o /G 35 (48.6%) 7467%) 092030282 o0 B4
(A/G) Recessive | ATA-AIG 69 (95.8%) 15 (100%) 1.00 028 828
G/G 3 (4.2%) 0 (0%) 0.00 (0.00-NA)
, A/A-G/IG 40 (55.6%) 8 (53.3%) 1.00
Overdominant = - 32 (44.4%) 7467%) 109036334 o0 B4
Log-additive 0.82(0.302.25) 07 838
G/G 27 (37.5%) 4(26.7%) 1.00
Codominant ~ G/A 28 (38.9%) 8(53.3%)  193(0.52-7.16) 058 849
AJA 17 (23.6%) 3 (20%) 1.19 (0.24-5.99)
, G/G 27 (37.5% 4(26.7% 1.00
DC- rs73s240  DOMIMANt o A/A 45 E62.5%; 11((73.3%)) 165 (048-570) 42 833
SIGN  (G/A) , G/G-G/A 55 (76.4%) 12 (80%) 1.00
Recessive A/A 17 (23.6%) 3 (20%) 081 (0.20-321) 76 89
, G/G-A/A 44 (61.1%) 7 (46.7%) 1.00
Overdominant =, | 28 (38.9%) §(533%)  180(059550 o %7
Log-additive 113 (0.54-2.36) 074 83.9
155743708 GIG 65 (90.3%) 13 (86.7%) 1.00
TLR2 (G/A) - G/A 7 (9.7%) 2 (13.3%) 1.43 (0.27-7.67) 069 838
154986791 C/C 66 (91.7%) 13 (86.7%) 1.00
TLRE o) C/T 6 (8.3%) 2(133%)  1.69(031-933 020 836
/T 23 (31.9%) 5 (33.3%) 1.00
Codominant  C/T 35 (48.6%) 9 (60%) 118 (0.35-3.98) 041 842
fpo 952140 c/C 14 (19.4%) 1(67%)  0.33(0.03-3.11)
(C/T) Dominant /T 23 (31.9%) 5 (33.3%) 1.00 o s
C/T-C/C 49 (68.1%) 10 (66.7%)  0.94 (0.29-3.06)
Recessive  T/T-C/T 58 (80.6%) 14 (93.3%) 1.00 019 823



C/C 14 (19.4%) 1(6.7%) 0.30 (0.04-2.44)

T/T-C/C 37 (51.4%) 6 (40%) 1.00

042 833
C/T 35 (48.6%) 9 (60%) 1.59 (0.51-4.92)

Overdominant

Log-additive 0.74 (0.32-1.69) 046 835

Data presented as number (%); MRI, magnetic resonance imaging; cCMYV, congenital HCMV infection; OR, odds ratio; CI,
confidence interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2;
DC-SIGN, dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ' SNP database (dbSNP) reference number
(ID number); 2 P-value for comparison between asymptomatic and symptomatic group.

Table S7. Associations between SNPs and cortical migration defects on MRI in infants with cCMV.

Without Cortical
dbSNP cortical mieration p
Gene ID Genetic Model Genotype migration & OR (95% CI) AIC
defects value?
number! defects
n=12
n=175
G/G 28 (37.3%) 7 (58.3%) 1.00
Codominant G/A 41 (54.7%) 4 (33.3%) 0.39(0.10-146) 036 73.8
A/A 6 (8%) 1 (8.3%) 0.67 (0.07-6.47)
) G/G 28 (37.3%) 7 (58.3%) 1.00
Dominant 0.17 719
L1B rs16944 G/A-A/A 47 (62.7%) 5(41.7%) 0.43(0.12-1.47)
(G/A) . G/G-G/A 69 (92%) 11 (91.7%) 1.00
Recessive 097 738
A/A 6 (8%) 1 (8.3%) 1.05 (0.11-9.54)
G = . 00 . 00 B
Overdominant [G-AIA 34 (45.3%) 8 (66.7%) 1.00 017 719
G/A 41 (54.7%) 4(33.3%) 0.41 (0.11-1.50)
Log-additive - - - 0.56 (0.19-1.62) 0.27 72.6
T/T 46 (61.3%) 7 (58.3%) 1.00
Codominant T/G 22 (29.3%) 5(41.7%) 1.49(0.43-5.24) 0.28 732
G/G 7 (9.3%) 0 (0%) 0.00 (0.00-NA)
) T/T 46 (61.3%) 7 (58.3%) 1.00
Dominant 0.84 738
[L12B rs3212227 T/G-G/G 29 (38.7%) 5(41.7%) 1.13(0.33-3.91)
(T/G) . T/T-T/G 68 (90.7%) 12 (100%) 1.00
Recessive 014 71.6
G/G 7 (9.3%) 0 (0%) 0.00 (0.00-NA)
T/T- 70.7%) 7 (58.3% 1.
Overdominant [T-GIG 53 (70.7%) (58.3%) 00 04 731
T/G 22 (29.3%) 5(41.7%) 1.72(0.49-6.01)
Log-additive - - - 0.85(0.32-2.30) 0.75 73.7
c/C 31 (41.3%) 6 (50%) 1.00
Codominant C/T 33 (44%) 4(33.3%) 0.63(0.16-2.43) 0.78 75.3
T/T 11 (14.7%) 2 (16.7%) 0.94 (0.16-5.36)
) c/C 31 (41.3%) 6 (50%) 1.00
Dominant 057 735
11.28B rs12979860 C/T-T/T 44 (58.7%) 6 (50%) 0.70 (0.21-2.39)
(C/T) . C/C-C/T 64 (85.3%) 10 (83.3%) 1.00
Recessive 086 738
T/T 11 (14.7%) 2 (16.7%) 1.16 (0.22-6.04)
i C/C-T/T 42 (56%) 8 (66.7%) 1.00
Overdominant 048 73.3
C/T 33 (44%) 4(33.3%) 0.64 (0.18-2.30)
Log-additive - - - 0.87 (0.36-2.10) 0.76  73.7
A/A 39 (52%) 6 (50%) 1.00
rs1024611 .
CCL2 (A/G) Codominant A/G 33 (44%) 6 (50%) 1.18 (0.35-4.01) 0.61 74.8

G/G 3 (4%) 0 (0%) 0.00 (0.00-NA)




A/A 39 (52%) 6 (50%) 1.00

Dominant 73.8
A/G-G/G 36 (48%) 6 (50%) 1.08 (0.32-3.67)
. A/A-A/G 72 (96%) 12 (100%) 1.00
Recessive 034 729
G/G 3 (4%) 0 (0%) 0.00 (0.00-NA)
A/A-G/G 42 (56% 6 (50% 1.00
Overdominant / / (56%) (50%) 0.7 73.7
A/G 33 (44%) 6 (50%) 1.27 (0.38-4.31)
Log-additive - - - 0.94 (0.32-2.78) 091 73.8

G/IG  29(387%) 2(16.7%) 1.00
Codominant G/A  28(37.3%) 8(66.7%) 4.14(0.81-21.23) 0.15 72
A/A 18 (24%) 2 (16.7%) 1.61(0.21-12.47)

G/IG  29(387%) 2 (16.7%) 1.00

DC- 73524 Domi t 012 714
SK(;N rs(éfA)o OMIMANE G/A-A/A 46 (61.3%) 10 (83.3%) 3.15 (0.64-15.42)
. G/G-G/A 57 (76%) 10 (83.3%) 1.00
Recessive 056 73.5
A/A 18 (24%) 2 (16.7%) 0.63 (0.13-3.16)
G/G-A/A 47 (62.7%) 4 (33.3% 1.00
Overdominant / / ( ) ( ) 0.057 70.2
G/A 28 (37.3%) 8 (66.7%) 3.36(0.93-12.17)
Log-additive - - - 1.29 (0.58-2.88) 0.53 734
G/G 69 (92% 9 (75% 1.00
TLR? rs5743708 . / (92%) (75%) 011 712
(G/A) G/A 6 (8%) 3(25%)  3.83(0.81-18.07)
C/C 67 (89.3%) 12 (100% 1.00
TLRA rs4986791 . / ( %) (100%) 011 713
(C/T) C/T 8 (10.7%) 0 (0%) 0.00 (0.00-NA)
T/T 24 (32%) 4 (33.3%) 1.00
Codominant C/T 37 (49.3%) 7(58.3%) 1.14(0.30-4.30) 0.63 749
c/C 14 (18.7%) 1 (8.3%) 0.43 (0.04-4.23)
) T/T 24 (32%) 4 (33.3%) 1.00
Dominant 093 738
TLR9 rs352140 C/T-C/C 51(68%) 8(66.7%) 0.94(0.26-3.43)
(C/T) . T/T-C/T 61 (81.3%) 11 (91.7%) 1.00
Recessive 034 729
c/C 14 (18.7%) 1 (8.3%) 0.40 (0.05-3.33)
i T/T-C/C 38 (50.7%) 5 (41.7%) 1.00
Overdominant 056 735
C/T 37 (49.3%) 7 (58.3%) 1.44(0.42-4.94)
Log-additive - - - 0.78 (0.31-1.92) 0.58 735

Data presented as number (%); MRI, magnetic resonance imaging; cCMYV, congenital HCMV infection; OR, odds ratio; CI,
confidence interval; NA, not applicable; AIC, Akaike information criteria; IL, Interleukin; CCL 2, C-C motif chemokine ligand 2;
DC-SIGN, dendritic cell-specific ICAM-grabbing non-integrin; TLR, Toll-like receptor; ' SNP database (dbSNP) reference number
(ID number); 2 P-value for comparison between asymptomatic and symptomatic group.



