
Fig S2 Locus zoom plots for loci significantly associated with red
cell traits in HCHS/SOL

Fig S2.1 HCT

rs3754140 − LD: SOL analysis − MAF: 0.389
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(a) Locus:PROX1, lead variant:rs3754140

rs17034641 − LD: SOL analysis − MAF: 0.14

0

2

4

6

8

10

−
lo

g 1
0(

p−
va

lu
e)

0

20

40

60

80

100

R
ecom

bination rate (cM
/M

b)

●

●●
●●●●

●

●
●●●

●

●
●●●●
●

●

●●●●

●

●●●●●

●

●●
●
●●●

●
●

●●
●●
●

●●
●
●

●
●●
●
●●●

●

●●●●
●

●

●●
●●

●●●●
●

●

●

●
●
●

●

●

●
●

●
●

●●

●

●

●●
●
●●

●

●

●
●
●●

●

●
●

●●

●
●
●●

●

●
●●●
●

●

●

●
●●
●
●●
●
●●
●●●

●

●
●●●

●●

●

●●

●

●

●●●

●
●

●
●
●

●

●●●●●

●

●●●
●●

●

●

●

●●

●

●●●

●

●

●

●

●

●●●

●

●
●
●

●

●

●●●

●

●
●

●

●●●

●
●●

●

●
●
●●

●

●
●●●●
●●●

●

●●●●
●
●●●●

●

●●

●

●
●●

●

●

●

●●

●
●
●

●●●

●

●●●

●
●
●

●●

●●●
●
●

●

●●●

●

●
●●●
●

●

●●●

●●●●
●
●

●
●

●

●●●●
●●

●
●●
●
●

●

●●●●●●

●
●
●
●
●●

●

●●
●●

●
●

●●●●

●

●
●●
●●●●

●
●

●

●
●●
●●

●
●
●

●

●

●

●
●●●●●
●
●
●

●

●

●

●

●

●

●

●

●●●
●

●

●●
●
●

●

●
●●

●
●

●

●

●
●
●

●
●

●

●●

●

●●●●●
●

●

●●

●●
●

●

●
●●
●
●
●●

●●●

●●

●
●
●
●
●●

●

●

●

●●

●

●

●

●

●

●
●●●

●

●●

●

●
●
●

●

●●

●

●
●●
●

●

●
●

●●

●

●

●
●
●
●
●●
●
●●

●

●

●

●●

●●

●

●

●●

●●●

●

●
●
●

●

●●

●●

●

●

●

●

●●

●

●

●

●

●

●

●

●

●●
●
●
●
●
●

●
●
●●

●

●

●

●

●

●
●
●

●

●
●

●

●

●

●

●

●

●

●●

●●
●
●
●

●

●

●

●●

●

●●

●

●●
●
●●●
●
●
●

●

●
●

●

●
●●
●●

●
●
●●●

●●●●●
●
●●

●

●

●
●
●

●
●

●●●

●
●

●

●

●

●

●

●
●●

●●●

●

●
●

●

●

●
●

●

●

●

●

●

●

●
●

●

●

●

●
●
●
●

●

●
●●●●

●

●

●

●

●
●●●
●●
●●
●●●●

●

●●

●

●

●●●●
●●

●

●
●
●

●

●●
●

●●

●●

●

●

●
●●

●

●
●

●

●
●

●

●

●●

●

●●

●●●
●

●
●
●

●

●

●●

●

●●
●
●

●
●

●
●●
●

●

●●
●

●

●●

●

●

●●

●

●●

●

●

●

●

●

●●
●

●

●
●
●
●

●

●

●
●●●●

●

●
●

●

●
●●●●●●
●
●●●●●●●●●
●

●

●

●

●●●●●●
●
●

●

●●●●●●●●●
●
●
●
●●●●
●●●
●

●●●
●●●
●

●

●
●
●
●

●

●

●●
●●●●
●
●
●

●
●●
●●●●●●●●●●

●

●

●

●

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●
●
●

●

●

●●

●

●

●
●●●
●●●
●

●

●●

●

●●●

●

●
●

●●

●
●
●

●●

●
●

●

●●

●

●

●

●

●

●
●

●●●

●

●

●
●

●●

●

●

●

●

●●

●

●

●

●
●

●

●

●

●
●
●
●
●●●●●●
●
●

●

●

●

●●
●●

●
●
●

●

●●●

●

●

●
●●
●
●

●
●

●

●

●

●●

●

●
●
●●●●

●

●

●

●●
●

●●

●

●

●●

●

●
●●
●
●

●

●

●

●●

●

●

●●
●●
●

●

●

●
●
●

●
●

●●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

●
●
●●

●

●●●

●

●
●

●
●

●

●

●

●

●

●
●●
●
●

●●

●

●

●●
●

●●●
●
●●
●

●
●
●●

●

●

●●
●

●

●●

●
●●●●
●

●

●
●

●
●●

●

●
●

●

●●

●

●●

●

●

●●

●

●

●

●●●●
●●
●
●●●
●
●●
●●●●
●
●●
●
●
●
●
●
●●

●
●●●
●●

●

●

●
●●●
●

●

●●●
●

●

●

●

●

●

●

●

●●
●

●

●
●●●●
●●
●●●●●
●

●
●

●

●

●

●
●
●

●

●
●●●

●

●●●●

●●
●
●●●●
●
●

●

●
●

●

●

●

●●

●●

●
●

●

●
●●●
●
●●
●
●
●
●
●
●●
●

●●
●●●
●
●

●

●●●

●

●●
●
●●
●
●

●

●●

●

●

●

●

●
●

●●●●●●●●

●

●●●●●
●
●

●

●
●●
●●●●

●

●

●

●

●

●

●

●

●

●

●

●●

●

●

●

●

rs17034641

0.2
0.4
0.6
0.8

r2

3 genes

omitted

PRKCE EPAS1

LOC101805491

TMEM247

ATP6V1E2

RHOQ

LOC100506142

PIGF
46 46.2 46.4 46.6 46.8

Position on chr2 (Mb)

(b) Locus:PRKCE, lead variant:rs17034641

rs334 − LD: SOL analysis − MAF: 0.0131

0

2

4

6

8

10

−
lo

g 1
0(

p−
va

lu
e)

0

20

40

60

80

100

R
ecom

bination rate (cM
/M

b)

●

●
●

●

●

●●

●

●

●
●●
●
●

●
●
●

●●●
●●●

●

●●
●
●
●

●●●

●

●●●●

●

●

●

●●

●●
●
●●

●

●

●

●●
●
●

●

●

●

●
●

●

●

●

●

●●

●

●
●
●●
●●

●

●●●●●

●

●

●●
●

●●

●

●

●

●

●●
●

●

●

●

●●●
●

●●●●

●

●

●

●

●

●

●●●
●●

●
●●

●

●●

●

●
●

●

●

●

●
●

●
●

●

●
●

●

●
●●●

●

●

●

●

●

●

●

●

●●
●
●●

●

●
●●●
●

●

●

●

●●

●

●●●
●
●

●●

●
●●

●

●●

●
●●
●●

●

●

●

●

●●

●
●

●
●

●
●●
●●●

●

●

●

●

●●

●
●

●●●

●

●●
●

●

●

●

●●●
●

●

●●

●

●●●

●

●

●

●

●

●●
●●●
●

●
●

●

●●
●

●
●
●

●●
●●

●

●

●

●●●

●

●

●

●

●
●
●●●●

●

●●
●

●

●

●●

●

●

●
●●

●

●
●

●

●

●

●
●●

●

●
●

●

●

●

●

●

●

●

●
●

●

●
●●●

●

●

●
●●
●

●●

●
●●
●
●
●
●

●

●
●

●

●●
●

●●

●●
●
●

●

●●

●●
●

●

●

●

●
●

●

●

●●
●

●

●●●

●

●
●
●

●

●

●

●

●

●
●●

●●

●

●●

●

●

●

●

●

●

●
●●
●

●

●

●

●

●

●

●

●

●
●

●●

●

●●

●

●

●●

●●●●

●

●

●●

●

●
●

●

●

●
●

●

●

●

●

●

●

●

●
●
●

●

●

●

●

●

●

●
●

●●

●
●

●

●

●●

●

●

●

●

●●●●

●

●

●

●

●
●

●
●●
●
●
●
●

●

●
●
●

●●

●

●

●

●●●●●
●
●

●

●

●

●

●

●●
●
●

●

●

●

●

●

●

●

●

●●

●

●

●

●●●

●

●

●
●
●

●
●

●
●
●

●

●●●

●

●

●

●●●
●
●●

●

●●
●

●

●

●

●●●
●

●

●●
●

●

●●●

●

●

●

●

●

●

●●

●

●

●

●
●

●

●

●

●

●●●

●●●

●

●
●
●
●●

●

●

●
●

●

●

●

●●
●

●

●
●
●
●●

●

●●

●

●

●

●

●●●●●

●●

●

●
●

●

●

●
●

●

●

●

●●

●

●

●

●

●●
●
●●
●
●●●●

●

●

●
●
●
●

●

●
●

●
●

●

●
●

●

●
●●

●●●

●

●

●

●●
●

●●

●●
●●●●
●

●

●●
●

●
●●
●●

●●
●

●
●●●●

●

●●●
●●●
●
●
●●●●

●

●
●
●●●●

●

●●
●●
●●
●
●
●●●●
●

●
●
●

●

●

●
●

●

●

●●●●●●
●
●●●●●●●●

●

●
●
●
●
●

●
●

●

●

●
●
●●

●

●●●●●
●●

●

●

●

●
●
●●
●
●●●

●●●

●

●
●
●
●
●●●●●
●
●
●●

●

●

●

●●

●
●●
●

●●●●●●●

●

●

●
●

●
●●●

●●
●

●

●

●

●

●●

●

●

●

●

●●

●

●
●

●
●

●

●

●

●
●
●●
●
●

●

●
●

●
●

●
●

●●●

●

●

●

●

●

●
●

●

●

●

●

●

●

●

●

●

●●

●●●●●●

●●

●

●

●

●

●

●
●
●

●
●

●

●

●

●

●
●

●●

●

●

●

●●●
●

●
●

●●

●
●

●

●

●
●
●●

●

●●

●

●

●●

●
●

●
●

●

●●●
●●

●

●
●●●

●●●

●●

●●
●
●

●

●
●

●

●

●

●●●●●●
●●

●

●
●
●

●

●

●

●

●
●●

●

●●

●

●

●

●
●

●
●

●

●
●

●
●

●

●

●●

●

●

●

●
●

●
●
●

●

●

●
●

●

●●●
●●●
●
●●

●

●●●●

●

●

●

●●

●
●●
●
●

●
●

●●
●

●●●●
●
●

●

●●

●

●●

●

●
●

●●●
●
●●●
●●●
●
●
●
●

●

●

●

●●●
●●●●
●
●
●

●

●
●
●

●

●●●

●

●●
●●

●●

●

●
●
●
●

●

●●●
●

●●

●●

●
●

●●●●●●●●
●●●●●

●

●

●

●●●●

●

●

●
●

●

●

●
●
●●
●
●

●

●
●
●●

●●

●●●●●

●
●●●

●

●

●●●

●
●●

●●

●

●
●

●

●●

●

●●●

●
●

●
●

●

●

●

●
●

●

●●●●●

●
●

●
●●
●
●●

●●
●●●
●
●
●

●

●
●●●
●
●
●
●
●
●
●

●

●

●

●
●●
●●

●●

●

●
●

●

●

●

●

●

●

●

●●●●
●●
●●
●
●

●

●●

●

●

●

●

●
●●●

●
●
●
●

●●

●

●

●

●
●
●●●

●

●
●
●●

●

●●●●

●

●

●

●●●●

●
●

●

●

●
●

●

●

●●●●●

●

●

●

●

●

●●●●●

●

●●●●●
●●●

●

●●●

●●●

●●

●
●
●●
●
●●●●●

●

●
●●
●
●●

●

●
●

●

●

●

●●
●●●
●●

●●

●
●

●

●●●

●

●

●

●
●●●

●●

●

●

●●●

●

●
●
●

●

●

●●
●
●●

●
●
●●
●
●

●

●

●

●

●

●
●

●

●
●●●●
●

●●
●
●

●

●●

●
●

●●

●●●

●

●

●
●

●●
●

●

●●●●
●

●

●●●●●
●
●●●●●●●●●●

●

●
●●●

●

●●●
●
●

●●

●

●

●

●

● ●

●

rs334

0.2
0.4
0.6
0.8

r2

18 genes

omitted

OR51F1

OR52R1

OR51F2

OR51S1

OR51T1

OR51A7

OR51A4

OR51A2

MMP26

OR51L1

OR52J3

OR52E2

OR52A5

OR52A1

OR51V1

HBB

HBD

HBBP1

HBE1

OR51B4

OR51B5

OR51B6

OR51M1

OR51Q1

OR51I1

OR51I2

UBQLN3

OR52H1

OR52B6

TRIM6

TRIM34

TRIM5

TRIM22
4.8 5 5.2 5.4 5.6

Position on chr11 (Mb)

(c) Locus:HBB, lead variant:rs334

rs855791 − LD: SOL analysis − MAF: 0.439
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Position on chr22 (Mb)

(d) Locus:TMPRSS6, lead variant:rs855791



Fig S2.2 HGB

rs17034641 − LD: SOL analysis − MAF: 0.14
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Position on chr2 (Mb)

(a) Locus:PRKCE, lead variant:rs17034641

rs2032451 − LD: SOL analysis − MAF: 0.118
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(b) Locus:HFE, lead variant:rs2032451

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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(c) Locus:HBA1/HBA2, lead variant:esv2676630

rs855791 − LD: SOL analysis − MAF: 0.439
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(d) Locus:TMPRSS6, lead variant:rs855791



Fig S2.3 RBC count

rs218265 − LD: SOL analysis − MAF: 0.331
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(a) Locus:KIT, lead variant:rs218265

rs34164109 − LD: SoL analysis
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Position on chr6 (Mb)

(b) Locus:HBS1L/MYB, lead variant:rs34164109

rs2075672 − LD: SOL analysis − MAF: 0.299
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MEPCE
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TRIP6
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SRRT

UFSP1

MUC3A

MUC12

MUC17

TRIM56

99.8 100 100.2 100.4 100.6
Position on chr7 (Mb)

(c) Locus:TFR2, lead variant:rs2075672

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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Position on chr16 (Mb)

(d) Locus:HBA1/HBA2, lead variant:esv2676630



rs76539504 − LD: SOL analysis − MAF: 0.0439
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Position on chr17 (Mb)

(e) Locus:RBFOX3, lead variant:rs76539504

rs1050828 − LD: SoL analysis
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(f) Locus:G6PD, lead variant:rs1050828



Fig S2.4 RDW

rs6685034 − LD: SOL analysis − MAF: 0.0253
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(a) Locus:Intergenic, lead variant:rs6685034

rs4565255 − LD: SoL analysis
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(b) Locus:SLC12A7, lead variant:rs4565255

rs17764730 − LD: SOL analysis − MAF: 0.157
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rs7147308 − LD: SoL analysis
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(d) Locus:PSMB5, lead variant:rs7147308



rs111473449 − LD: SOL analysis − MAF: 0.0299
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(e) Locus:MCTP2, lead variant:rs111473449

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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(f) Locus:HBA1/HBA2, lead variant:esv2676630

rs855791 − LD: SOL analysis − MAF: 0.439
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(g) Locus:TMPRSS6, lead variant:rs855791

rs1050828 − LD: SoL analysis
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(h) Locus:G6PD, lead variant:rs1050828



Fig S2.5 MCH

rs12634180 − LD: SOL analysis − MAF: 0.184
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(a) Locus:TFRC, lead variant:rs12634180

rs218265 − LD: SOL analysis − MAF: 0.331

0

2

4

6

8

10

12

−
lo

g 1
0(

p−
va

lu
e)

0

20

40

60

80

100

R
ecom

bination rate (cM
/M

b)

●
●●
●

●

●

●●●
●

●

●

●

●

●

●●●●
●●
●●

●●

●
●
●●
●
●●

●●
●
●●
●●
●

●

●●
●●

●

●

●
●

●●
●

●

●●●●

●

●

●
●●
●
●
●
●
●
●●●

●●

●
●

●
●
●
●●
●
●

●●

●●●

●

●●●●
●

●

●
●
●
●●●

●

●●●●

●

●
●

●●●
●
●●
●●●
●●
●●

●
●

●●
●
●●
●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●
●
●
●
●

●●

●

●

●●●

●

●

●

●
●●
●

●

●

●

●

●

●●

●
●

●●

●

●
●

●

●

●

●

●

●
●

●

●

●

●

●

●●

●

●
●

●

●

●

●

●

●●

●
●

●

●

●

●●●

●

●

●
●

●

●

●●●
●

●

●

●
●

●●

●

●
●
●

●

●
●

●

●

●

●

●

●

●●

●
●
●
●●

●

●

●

●

●

●
●

●

●

●

●

●●
●
●

●●●

●

●

●●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●●

●

●

●

●

●

●

●

●
●

●

●

●

●
●

●

●

●

●

●
●

●

●

●●

●

●
●

●

●

●

●

●
●●

●

●

●●●

●

●

●

●

●

●

●
●

●

●

●

●
●

●

●
●
●●
●●●
●

●

●●

●

●●●●●●
●
●●●●

●

●

●

●

●●
●

●●●●●
●

●

●

●

●
●●
●●

●

●
●
●

●●
●●

●●

●●
●

●

●
●

●

●

●

●
●
●●●
●
●

●

●

●

●

●
●
●

●
●

●
●●●●●●

●

●

●

●

●
●

●●

●

●●●●
●
●
●●●

●
●
●●●

●

●

●

●
●●●●
●
●●●●●●●
●
●
●
●●●●●
●●●●
●

●●
●●●●●

●

●

●●
●●

●●
●●
●
●●

●

●

●

●

●
●
●

●

●
●
●●●●●●

●

●●●

●●

●●

●

●
●
●●
●●
●

●
●
●●●
●
●●●

●

●

●

●

●●●

●
●●
●
●●
●
●●
●●●

●●

●
●●●
●●
●
●
●
●
●
●
●

●●

●
●●
●

●●

●●

●

●●●

●

●

●
●●●●●●
●

●

●

●

●
●●

●

●

●

●
●

●

●

●

●●●

●

●●
●
●
●
●

●

●

●
●

●●●
●

●

●

●

●

●●

●

●●
●

●
●
●

●●●

●
●●

●

●

●●●

●

●●●●

●

●

●

●
●
●

●

●●

●●

●
●

●

●●●
●

●

●

●

●
●
●

●

●●

●

●
●
●

●●●
●●●
●
●

●
●

●

●

●

●
●●●●

●●●

●
●

●●
●

●

●

●

●●●●
●
●●●
●●

●●
●●
●
●
●●

●

●
●●●
●
●
●
●

●
●
●●

●

●

●

●●
●

●●●

●●
●

●

●

●●
●●

●

●
●●●

●

●

●●●
●
●●●

●

●
●●●
●

●●●●

●

●●

●

●

●
●
●●
●
●
●
●●●

●

●●
●

●
●●●●●
●

●

●●●

●

●
●

●
●●●
●
●
●

●
●●

●

●
●

●

●
●
●
●
●
●

●

●●
●●
●
●●●

●

●

●

●
●

●●

●

●

rs218265

0.2
0.4
0.6
0.8

r2

CHIC2

GSX2

PDGFRA KIT

55 55.2 55.4 55.6 55.8
Position on chr4 (Mb)

(b) Locus:KIT, lead variant:rs218265

rs2032451 − LD: SOL analysis − MAF: 0.118
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(c) Locus:HFE, lead variant:rs2032451

rs9367125 − LD: SOL analysis − MAF: 0.0754
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0.2
0.4
0.6
0.8

r2

1 gene

omitted

LINC01276

FOXP4

MIR4641

MDFI

TFEB

PGC

FRS3

PRICKLE4

TOMM6

USP49

MED20

BYSL

CCND3

TAF8

C6orf132

GUCA1A

GUCA1B

MRPS10

TRERF1

41.6 41.8 42 42.2 42.4
Position on chr6 (Mb)

(d) Locus:CCND3, lead variant:rs9367125



rs9389268 − LD: SOL analysis − MAF: 0.173
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HBS1L

MIR3662

MYB AHI1

LINC00271

135 135.2 135.4 135.6 135.8
Position on chr6 (Mb)

(e) Locus:HBS1L/MYB, lead variant:rs9389268

rs607203 − LD: SOL analysis − MAF: 0.0667
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0.2
0.4
0.6
0.8

r2

ABRACL

HECA

TXLNB

CITED2

LOC645434 LOC100132735

LOC100507477

LOC103352541

139.4 139.6 139.8 140 140.2
Position on chr6 (Mb)

(f) Locus:CITED2, lead variant:rs607203

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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21 genes
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DDX11L10

MIR6859−1

MIR6859−2

POLR3K

SNRNP25

RHBDF1

HBZ

HBM

HBA2

LUC7L

ITFG3

RGS11

ARHGDIG

PDIA2

AXIN1

MRPL28

NME4

DECR2

RAB11FIP3

LINC00235

CAPN15

MIR5587

MIR3176

PRR35

−0.2 0 0.2 0.4 0.6
Position on chr16 (Mb)

(g) Locus:HBA1/HBA2, lead variant:esv2676630

rs855791 − LD: SOL analysis − MAF: 0.439
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0.2
0.4
0.6
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r2

4 genes

omitted

CACNG2

IFT27

PVALB

NCF4

CSF2RB

LL22NC01−81G9.3

TEX33

TST

MPST

KCTD17

IL2RB

C1QTNF6

SSTR3

RAC2

CYTH4

ELFN2

LOC100506271

MFNG

CARD10

CDC42EP1

37 37.2 37.4 37.6 37.8
Position on chr22 (Mb)

(h) Locus:TMPRSS6, lead variant:rs855791



rs146474788 − LD: SoL analysis
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0.2
0.4
0.6
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r2

26 genes

omitted

OPN1LW

OPN1MW2

OPN1MW

TEX28

TKTL1

FLNA

EMD

RPL10

TAZ

ATP6AP1

GDI1

UBL4A

FAM3A

G6PD

IKBKG

FAM223B

FAM223A

CTAG2

GAB3

DKC1

SNORA36A

MIR664B

SNORA56

MPP1

F8

F8A1

FUNDC2

CMC4

MTCP1

BRCC3

153.4 153.6 153.8 154 154.2
Position on chrX (Mb)

(i) Locus:CTAG2/GAB3, lead variant:rs146474788



Fig S2.6 MCHC

rs1349471 − LD: SOL analysis − MAF: 0.437
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AP3M2

PLAT

IKBKB

POLB

DKK4

VDAC3

SLC20A2

SMIM19

CHRNB3

CHRNA6

THAP1

RNF170

MIR4469

HOOK3

FNTA

POMK

42 42.2 42.4 42.6 42.8
Position on chr8 (Mb)

(a) Locus:SMIM19, lead variant:rs1349471

rs334 − LD: SOL analysis − MAF: 0.0131
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0.8

r2

18 genes

omitted

OR51F1

OR52R1

OR51F2

OR51S1

OR51T1

OR51A7

OR51A4

OR51A2

MMP26

OR51L1

OR52J3

OR52E2
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OR52A1

OR51V1

HBB

HBD

HBBP1

HBE1

OR51B4

OR51B5
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OR51M1

OR51Q1

OR51I1

OR51I2

UBQLN3

OR52H1

OR52B6

TRIM6

TRIM34
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TRIM22
4.8 5 5.2 5.4 5.6

Position on chr11 (Mb)

(b) Locus:HBB, lead variant:rs334

rs33930165 − LD: SoL analysis
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(c) Locus:HBB, lead variant:rs33930165

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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Position on chr16 (Mb)

(d) Locus:HBA1/HBA2, lead variant:esv2676630



rs551118 − LD: SOL analysis − MAF: 0.479
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Position on chr16 (Mb)

(e) Locus:PIEZO1, lead variant:rs551118

rs9610638 − LD: SoL analysis
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(f) Locus:KCTD17, lead variant:rs9610638



Fig S2.7 MCV

rs218265 − LD: SOL analysis − MAF: 0.331
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55 55.2 55.4 55.6 55.8
Position on chr4 (Mb)

(a) Locus:KIT, lead variant:rs218265

rs4714548 − LD: SOL analysis − MAF: 0.176
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FOXP4

MIR4641

MDFI

TFEB

PGC

FRS3

PRICKLE4

TOMM6

USP49

MED20

BYSL

CCND3

TAF8

C6orf132

GUCA1A

GUCA1B

MRPS10

TRERF1

41.6 41.8 42 42.2 42.4
Position on chr6 (Mb)

(b) Locus:CCND3, lead variant:rs4714548

rs9389268 − LD: SOL analysis − MAF: 0.173
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HBS1L

MIR3662

MYB AHI1

LINC00271

135 135.2 135.4 135.6 135.8
Position on chr6 (Mb)

(c) Locus:HBS1L/MYB, lead variant:rs9389268

rs607203 − LD: SOL analysis − MAF: 0.0667
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LOC103352541

139.4 139.6 139.8 140 140.2
Position on chr6 (Mb)

(d) Locus:CITED2, lead variant:rs607203



rs141848064 − LD: SOL analysis − MAF: 0.0234
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ADAM3A

LOC100130964

ADAM18

ADAM2 IDO1

IDO2

C8orf4

39.4 39.6 39.8 40 40.2
Position on chr8 (Mb)

(e) Locus:IDO2, lead variant:rs141848064

rs334 − LD: SOL analysis − MAF: 0.0131
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OR51F1

OR52R1

OR51F2

OR51S1

OR51T1

OR51A7

OR51A4

OR51A2

MMP26

OR51L1

OR52J3

OR52E2

OR52A5

OR52A1

OR51V1

HBB

HBD

HBBP1

HBE1

OR51B4

OR51B5
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OR51M1

OR51Q1

OR51I1

OR51I2

UBQLN3

OR52H1

OR52B6

TRIM6

TRIM34

TRIM5

TRIM22
4.8 5 5.2 5.4 5.6

Position on chr11 (Mb)

(f) Locus:HBB, lead variant:rs334

chr16:223447 − LD: SOL analysis − MAF: 0.0267
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0.4
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r2
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omitted

DDX11L10

MIR6859−1

MIR6859−2

POLR3K

SNRNP25

RHBDF1

HBZ

HBM

HBA2

LUC7L

ITFG3

RGS11

ARHGDIG

PDIA2

AXIN1

MRPL28

NME4

DECR2

RAB11FIP3

LINC00235

CAPN15

MIR5587

MIR3176

PRR35

−0.2 0 0.2 0.4 0.6
Position on chr16 (Mb)

(g) Locus:HBA1/HBA2, lead variant:esv2676630

rs855791 − LD: SOL analysis − MAF: 0.439
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0.2
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r2
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omitted

CACNG2

IFT27

PVALB

NCF4

CSF2RB

LL22NC01−81G9.3

TEX33

TST

MPST

KCTD17

IL2RB

C1QTNF6

SSTR3

RAC2

CYTH4

ELFN2

LOC100506271

MFNG

CARD10

CDC42EP1

37 37.2 37.4 37.6 37.8
Position on chr22 (Mb)

(h) Locus:TMPRSS6, lead variant:rs855791



rs1050828 − LD: SoL analysis
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26 genes
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IRAK1

MIR718

MECP2

OPN1LW

OPN1MW2

OPN1MW

TEX28

TKTL1

FLNA

EMD

RPL10

TAZ

ATP6AP1

GDI1

UBL4A

FAM3A

G6PD

IKBKG

FAM223B

FAM223A

CTAG2

GAB3

DKC1

SNORA36A

MIR664B

SNORA56

MPP1

F8

F8A1

FUNDC2

153.4 153.6 153.8 154 154.2
Position on chrX (Mb)

(i) Locus:G6PD, lead variant:rs1050828


