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

10 — “ |~ 100
0.8
0.6
0.4
— 02(
8 13754140 80 -
i 2
El
— X
S 6+ % Feo S
g 2
| [=]
=3 B . =
B} X g
g 4 . o %, -4 &
| % °
g
=
g
LINCOEI‘538~> SMlI&)MZM~>
PRS“X_I.*- ~— PTPN14|
T T T T T
21338 214 214.2 214.4 214.6
Position on chrl (Mb)
(a) Locus:PROX1, lead variant:rs3754140
rs334 - LD: SOL analysis — MAF: 0.0131
7 |- 100
rs334
10 — v 08
Py
]
(=]
o
—~ El
[} o
3 =
g 2
I o
=] E;
E] =
5 &
T s
S
=
>

< OR51F1 < OR51A4 < OR52A5 <—HBE1 <—OR51B5  TRIM6 —
h h h | "
< OR52R1 <~ OR51A2 < OR52A1 < OR51B4 OR512—>  TRIM34— 18 genes
OR51F2—  MMP26 — < OR51V1 OR51B6— <—UBQLN3 < TRIMS| omitted
i b h \ ' H
<~ OR51S1 OR51L1— < HBB  OR5IM1— <« OR52H1
) l ] | )
T T T T T
4.8 5 5.2 5.4 5.6

Position on chrll (Mb)

(c¢) Locus:HBB, lead variant:rs334

—logo(p-value)

—logio(p-value)

rs17034641 — LD: SOL analysis — MAF: 0.14

10 — ‘o
rs17034641 08
P 06

8 - . 04|

PRKCE — Em — ATF:6V1E2
LOCIOlt}_E)Sl‘lQl -
TMEM"247 -
RHOQ —
T T T T —
46 46.2 46.4 46.6 46.8

Position on chr2 (Mb)

(b) Locus:PRKCE, lead variant:rs17034641

rs855791 — LD: SOL analysis - MAF: 0.439

rs855791
10 4 *

< CACNG2 < PVALB <—TEX33 < IL2RB CYTH4 — < MFNG
= [ e ™ i W
<—IFT27 CSF2RB— <— C1QTNF6 <—ELFN2
H . W —a—
NCF4 — < TST <—SSTR3 <— CARD10
W " w -
LL22NC01-81G9.3 — < RAC2 CDC42EP1 —
' ]
T T T T T
37 37.2 37.4 37.6 37.8

Position on chr22 (Mb)

(d) Locus: TMPRSS6, lead variant:rs855791

100

80

(/o) 8rel uoneuIquIoday

3 genes
omitted

100

80

(q/Wo) arel uolteuIquIooay

4 genes
omitted



Fig S2.2 HGB
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Fig S2.3 RBC count
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Fig S2.4 RDW
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Fig S2.5 MCH
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