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Supplementary Fig 1 (S1) Allele-specific score prediction for endometriosis, using Stage A endometriosis
cases in the OX casmntrol set as the target population and the QINMIBS casecontrol set as the discovery
population. Results for the QIMRCSTAFS Stage |, Il, lll and IV endometriosis as the discovery datasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented by Nagelkerke's f&udo
explained in the target dataset on the basis of adledeific scoes derived from the discovery dataset for the 12
significance thresholds is plotted inaxis. The number above each bar is thealpe for the target dataset

prediction analysis/ significance).



3 (b)

0.025
J
—_
QO
S
0.025

a8 a8
& 8 & &
o < o <
(5] o
£ £
s s
Q. w Q. w
x -~ x ~—
® o T ® o 7
8 o 8 o
c - - c
< & & [,
B 8 8 ®
> o o o > (=]
5 S - + + 5 6 -
(= o (= o
L L
g %‘ - < © @ r~ b3 ©
Q 2 5 v 9~ © = =% s 3 = & 8 &8 8 & &8
° 2 S & & g g B 5§ B [ g 3 £ 3 3 3 3 S 3
o 8 T 8 3 3 8 g 3 3 e g S T g w5 TS SN
= PO = 3 S s
I : :
S S .
g s/
o o
001 005 01 02 001 005 01 0.2
P-value threshold for SNPs to be included in prediction P-value threshold for SNPs to be included in prediction
g (c) g (d)
= =
o o
g g
& § T 3~
o o
o e
(5] (5]
£ £
© ©
o w o w
x - x —
© Q — © D_ -
8 o 8 o
(= (=
g o
@ @
> o > o
T o T o
c o c o
L L
IS S
— r~ [2o] -
g e 3 8 8 8 8 B B 8 S
¥ o = 8 9 3 = =
o g 3 S © © o + o 5
g =1 S + + + + + g
(<] < + + + o
3 & 09 R 3 % = 2 8 3 3 %5 3 % 8
=] i S o =] < =) S =) o S =) =1 S
8 - 8 + + + + + + + + + + +
S - — m S - —— e —
o o
001 005 01 02 001 005 01 02 03 04 05 06 07 08 09 1
P-value threshold for SNPs to be included in prediction P-value threshold for SNPs to be included in prediction

Supplementary Fig 2 (S2) Allele-specific score predtion for endometriosis, using Stage A+ endometriosis
cases in the OX casmntrol set as the target population and the QINMIBS casecontrol set as the discovery
population. Results for the QIMRCS rAFS Stage |, Il, lll and IV endometriosis as the discp\watasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented by Nagelkerke's f&udo
explained in the target dataset on the basis of adledeific scores derived from the discovery dataset for the 12
significance thresholds is plotted inaxis. The number above each bar is thealpe for the target dataset

prediction analysis/ significance).
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Supplementary Fig 3 (S3) Allele-specific score prediction for endometriosis, using Stage B endometriosis
casedn the OX caseontrol set as the target population and the QINMIBS casecontrol set as the discovery
population. Results for the QIMRCS rAFS Stage |, Il, lll and IV endometriosis as the discovery datasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented by Nagelkerke's g&¢udo
explained in the target dataset on the basis of adledeific scores derived from the discovery dataset for the 12
significance thresholds is plotted inaxis. The numheabove each bar is thevalue for the target dataset

prediction analysis/ significance).



8 (a) g (b)
(=2 S )
o o
a8 a8
& 8 & &
o o
e e
(5] o
£ £
«© «©
EL 2] EL ]
o S o S
8 o 8 o
(= c
© ©
© @
> o > o
B o B o
(= o (= o
L L
£ £
2 2
£ 8 £ 8
[N - @ 1) N o o o —
3 r 2 8 & 8 8 8 g p
e ¥ 2 8 g 8 S S S S o -
€ 3 s g § o+ v ror v+ B & 2 g 8 8 8 2 8 8 8 8
+ + =] S o o S =1 5 S S =1 =]
5] EEODOOCO BRI
S e S
s - L] s - I c— c— — — — — — — — — —
o o
001 005 01 02 03 04 05 06 07 08 09 1 001 005 01 02 03 04 05 06 07 08 09 1
P-value threshold for SNPs to be included in prediction P-value threshold for SNPs to be included in prediction
g (c) g (d)
= =
o o
i o i o
T 8§ T 8
o o
o e
(5] (5]
£ £
© ©
% w % w
5 5 3 S
8 e 8 o
(= (=
g o
@ @
> o > o
T o T o
c o c o
9o 9
g g
o o
& 8 & 8
2 o w0 g @ ['s] @ o &~ &N
. © o - o o + - - © @ o 9z 2 o s g I s o
E 8 3 5 o 3 3 o ¢ & 3 3 §g§«3‘3+~?+*++
o + o Y +
<) <]
001 005 01 02 03 04 05 06 07 08 09 1 001 005 01 02 03 04 05 06 07 08 09 1
P-value threshold for SNPs to be included in prediction P-value threshold for SNPs to be included in prediction

Supplementary Fig 4 (S4) Allele-specific score prediction for endometriosis, using Stage A endometriosis
cases in the OX casmntrol set as the discovery pdation and the QIMRHCS casecontrol set as the target
population. Results for the QIMRCS rAFS Stage |, I, lll and IV endometriosis as the target datasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented lyelKerke's pseudd’)
explained in the target dataset on the basis of adledeific scores derived from the discovery dataset for the 12
significance thresholds is plotted inaxis. The number above each bar is thealpe for the target dataset

predicion analysis R significance).
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Supplementary Fig 5 (S5) Allele-specific score prediction for endometriosis, using Stage A+ endometriosis
cases in the OX casmntrol set as the discovery population and the QIMES casecontrol set as the target
popuktion. Results for the QIMIRICS rAFS Stage |, I, lll and IV endometriosis as the target datasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented by Nagelkerke's f&udo
explained in the target dataset on llasis of allelespecific scores derived from the discovery dataset for the 12
significance thresholds is plotted inaxis. The number above each bar is thealpe for the target dataset

prediction analysis/ significance).



Supplementary Fig 6 (S6) Allele-specific score prediction for endometriosis, using Stage B endometriosis
cases in the OX casmntrol set as the discovery population and the QIMES casecontrol set as the target
population. Results for the QIMRCS rAFS Stage |, IlI, lll and IV redometriosis as the target datasets are
shown in(a), (b), (c) and(d) , respectively. The proportion of variance (represented by Nagelkerke's f&udo
explained in the target dataset on the basis of adlgdeific scores derived from the discoveryagat for the 12
significance thresholds is plotted inaxis. The number above each bar is thealpe for the target dataset

prediction analysis/ significance).



