Supplementary information

chrX:118,239,754-118,815,784
:-:—:c—:—:—:::PIc—:_II:—:HI_:I:I:-:_:
p2232 p222 p2212  p213 p2l1  plld pll3 p1122  plll q12 q13.2 a2ll q212 92132 Q221 q223 a23 q 925 q261 q263 q272 q28

576 kb
N R, wasow s amomm PR,
1 | | 1 1 | I} I} I} 1 1
]
co e age LA v w w vy vywYyY Vv "I v vVwYy ‘V Yw v v v . v v
i \ <
t ¢ I <
I I I -
(I T
I I I
| ¢ 1 1 i ' ¢ I
I ( 1 ¢ (
| < I [
H1 I r : .
1 1 | ] <
- 1 I 1 1 [ ¢
sallva g } ( R
I I I [ I
LI T > I ]
1 Ii «
1 1 i | [ <
> <
4 > I ( | ¢
1 1 L I I I | [ 1
CGIS 2pG: 79 CpG: 55 CpG: 85 CpG: 45 CpG: 32 CpG: 33 CpG: 33 CpG: 28 CpG: 34
H ——t + I H— H+m -
1134201 AKAP 14-203 RHOXF1P3-203 RHOXF1P1-202 RHOXF1-AS1-201 RHOXF2-201 NKAPP1-203 287833201 ATP1B4-203 LAMP2-2(
H HH " I HH
genes AKAP14.204 RHOXF1P1.201 RHOXFZB201  RHOXF1201 SFRIPI201 NKAPP1.202 TuemzssA201 ATPIBA201 Lawpz2
< HHHh
AKAP14.201 RHOXF1P1.203 RHOXF1-A81.203 NCAPP1201  TMENZSEA204 AP1B4202 a2
3 L)

Supplemental Fig. S 1. Skew analysis identifies a phasing error. IGV screenshot of H1 saliva sample reads mapped to the
RHOXF2/RHOXF2B region. Reads are coloured by haplotype block. The tandem repeat leads to ambiguous mapping (white reads)
and a phase-switching error within the red haplotype block.

Gocuk, Lancaster | Measuring X inactivation skew with adaptive nanopore sequencing (Supplementary) 1



