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Clustered Regularly Interspaced Short Palindromic Repeat
Analysis of Clonal Complex 17 Serotype III Group B
Streptococcus Strains Causing Neonatal Invasive Diseases

/'an':in.-\

B WGS of Group A CC17/111 GBS isolates
e W WGS of Group B CC17/1II GBS isolates
PsbP WGS of Group C CC17/III GBS isolates

alpha-like surface protein

| Amibiotic resistance gene

B Two componemt system gene
M Capsule serotype gene

M Pili gene

M Potential virulence gene

B CRISPR gene

T 28Mop
26Mbp 0.2 Mop

FbsC
. e GAPDH

e

t:- Type I-A CRISPR-Cas system ~
’ ~
‘CRISPR arvay "

16Mop 1.2 Mbp

dkD

I
I
]
1
]

Srlrz Peptidase C5 Capsule Ve genes

spacer spacer Spacer Spacer  spacer spacer sSpacer spacer spacer spacer

Figure S1. Whole genome sequencing (WGS) analyses of CC17/III GBS isolates from three different CRISPR-RFLP
patterns. The potential virulence genes for occurrence of meningitis (red color) are not significantly different between GBS
isolates from three subgroups. The only difference is the lack of ICESag37 in group A GBS isolates, which is associated

with antimicrobial resistance. DR: direct repeats.



Table S1. Correspondence between spacers and patients’ conditions.

(%) Gestational Age Birth Body Meningitis Complicated GBS WBC Count Hemoglobin Value C-Reactive Leukopenia
° (weeks) Weight (g) 1 (%) Sepsis n (%) (1000/uL) (g/dL) Protein (mg/L) 1 (%)
101
spacer 56 o g b 38+3 2950 + 621 29 (28.7) 33 (32.7) 11,276 = 7579 11.6+2.4 712845 28 (27.7)
7
spacer 55 (9?1 5 38+3 2965 + 595 27 (27.8) 31 (32.0) 11,203 + 7324 11.6+2.4 68.6+83.9 27 (27.8)
spacer 54 (99362) 38+3 2974 + 592 27 (28.1) 31 (32.3) 11,102 + 7295 11.6+24 69.2+84.1 27 (28.1)
95
spacer 53 ©22) 38+3 2968 + 591 27 (28.4) 31 (32.6) 11,163 = 7309 11.6+24 69.8+84.3 27 (28.4)
spacer 49 (9%33) 38+3 2942 + 591 26 (28.0) 30 (32.3) 11,204 + 7444 11.6+24 69.5+84.3 27 (29.0)
spacer 254 ( 4:67) 38+3 3004 + 683 12 (26.1) 13 (28.3) 12,067 + 7337 117 +24 64.8+81.4 7 (15.2)
34
spacer 243 33.0) 38+3 2880 + 635 6 (17.6) 9 (26.5) 10,347 + 7022 114+19 62.1+715 13 (38.2)
spacer S12 6(5.8) 37+2 2643 + 500 4(66.7) 4(66.7) 4950 + 3139 104+15 1117 + 62.4 4(66.7)
spacer S11 5 (4.9) 38+1 2976 + 370 4(80.0) 4(80.0) 5340 + 3343 109+12 91.8+43.9 3 (60.0)
S13,S14,
Spacers i 5(4.9) 372 2656 + 557 4(80.0) 4(80.0) 5320 + 3360 101+15 1313445 3 (60.0)
spacer S18 3(2.9) 38+1 2893 + 474 - - 14,033 = 1185 13.0 0.9 100.2 + 95.6 -
spacer S6 2(1.9) 40+3 3003 + 491 1(50.0) 1(50.0) 14,950 = 71 142 +04 36.0+25.2 -
spacer S17 2(1.9) 35+0 2310 + 184 2 (100) 2 (100) 650 = 71 10.3+4.8 70.8 +47.1 2 (100)
spacer S1, S10 1(L0) 33 1880 - - 3000 8.1 210.8 1(100)
spacer 277 1(L0) 42 2655 - - 15,000 145 53.9 -
spacer 82, 83, 84,
85,87,119,120,  1(1.0) 38 2920 - 1(100) 14,100 152 101.19 -
449,52, 53
1
spacer 102 (788 6 38+3 2949 + 634 20 (24.7) 24 (29.6) 10,653 + 6632 115+2.1 62.5+755 23 (28.4)
1
spacer 101 (788 6 38+3 2942 + 642 19 (23.5) 23 (28.4) 10,578 + 6832 115+2.1 6344763 24 (29.6)
4
spacer 984 “ 467) 38+3 3004 + 690 12 (26.1) 13 (28.3) 12,067 + 7337 117 +24 64.8+81.4 7 (15.2)
1
spacer 171 ( 3% " 38+4 2900 + 757 8 (25.8) 9 (29.0) 13,977 + 7386 11.9+24 52,9+ 64.1 1(32)
spacer S7 1(1.0) 40 2900 - - 20,600 111 6.8 1(100)
7,86, 47
spacer 8’486’ & 100 38 2920 . 1(100) 14,100 15.2 101.2 -

spacer 724 3(2.9) 37+2 2847 + 46 2 (66.7) 2 (66.7) 11,000 + 8314 10.9+0.2 234.6 +197.3 1(33.3)




spacer 9 2(1.9) 3942 3113 £ 350 - - 12,350 + 1485 122429 30+14 -
spacer 398 1(1.0) 38 2920 - 1(100) 14,100 15.2 101.19 -
spacer S5 1(1.0) 37 2500 1(100) 1(100) 28,00 9.6 112.8 1(100)
spacer S8 1(1.0) 40 2900 - - 20,600 111.1 6.8 -
spacer S19 1(1.0) 38 3480 - - 16,000 12.6 0.6 -




