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Bl

Patient Variant type Hr
31941-727ZC HBA1, HBA2 deletions 16
31942-HZX HBA1, HBA2 deletions 16
31943-PHY HBB deletions 11
31944-GXM  HBB deletions 11
31945-ZJL HBB deletions 11
31946-LY HBA1, HBA2, HBB 11

deletions 16
48197-YCT HBA1 HBAZ2 deletions 16

Deletion Copy
Deletion region length number?
157 009-330 001 172993 1
215 396-234 699 19304 1
5222 878-5 250 289 27412 1
5236 361-5257 771 21411 1
5191 121-5270 050 78930 1
5222 878-5 250288 27411 1
215 391-234 699 19309 1
220 862-231 981 11120 1
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1):8#&31941-72C, 325 5, RILHEIFYa-H
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2)8#%E31942-HZXM31946-LYEchrl6:
215396-234699E1EEIMDNAKT &=, HBALF
HBA2BIE 5/ Bl IE B X RAN—F (B 1 FR2).
B IG T — X RE B BRI B 5 Y IE H—1
KEN1344 bpiIfrER(EI3D) AT 7 BEREARRLE
ElFchrl6: 215256-235908, bk, F(IIELIL
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(R1M&K2), WCSIHNEIB-HEQERMIZEE
RK(ElL), 54PCRIESL(E2D),

4)8B#E31944-GXM, B/NAREMERMANHD FEL(21%)
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TR (FR2MEL), SKFHAPCRHIT 7T IRIE(E2D),

6)XF48197-YCTEE, MLPAKNIEa-HKkERE
R AR Rk (FRRREH I & 16P13.3: 160,
313-196. 30528189181 R%t, EBIEHBA2-.
HBA2-. HBAL-FIHBQMEXXIZHH Likf). A,
MR E RN ERE. WCSKINEII6SRE
K- B EAEREE220861F234981 7 8]F11
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T T PCRY G H 1B SangerF7 L0 1iE 7 W7 s
EZ(E2C0),

F), FAMLPARN T B-BRERR, RKINBTAK.
3)EBE31943-PHY, w*, 28%, BRI/

MEFMERERMRM, Hb FAE(19.3%), X2

Hb

Sample ID Gender Age (g/L)
31941-ZZC Male 32 142
31942-HZX Male 30 139
31943-PHY Female 28 120
31944-GXM Female 31 123
31945-ZJL Male 36 136
31946-LY Female 25 123
48197-YCT Female 28 103

MCV  MCH HbA  HbA2  HbF
(fL) (pg) (%) (%) (%)
66.6 213 975 2.5 0
70.2 236 976 24 0
717 233 76 4.7 19.3
765 249 772 18 21
684 21 843 24 13.3
70 222 805 4 15.5
67 22 974 26 0
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