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Supplementary Figure 1. Global false discovery rate (FDR) and predicted binding
affinity allow discrimination between MIPs and contaminant (non-MIP) peptides.
Predicted binding affinity to the relevant HLA molecules of 20,380 eluted peptides
(black) and 20,380 random peptides generated from the personalized protein databases of
subjects 1 and 2 (grey) was calculated using NetMHCcons. Binding score categories
were generated by intervals of 500 nM (ICsp). Each dot represents the mean predicted
binding affinity for peptides in a given bin. For each category, the level of accuracy in the
peptide identification is shown as the FDR. The FDR (database of 20,319 target/12,011
decoy peptides identified by Mascot and defined by the clustering) was calculated for the
eluted and the random peptides. The inset shows a high correlation between FDR values
< 60% and PBA values < 1,750 nM. The distribution of random peptides shows no
correlation between the predicted binding affinity and the FDR.



a MHC I-peptides

12,000 10 ~
B
@ 10,000 i P
o [o%
2 8,000 &=
[0) - 6 ==
o o7
5 6,000 o . g (:r; C
& 4,000 Ag S
£ » 33 <
2 2,000 °g 3 50 4
v S
0 o L =5
59 55 43 29 19 12 10 5 2 1 u & 401
FDR (%) e 2
=== |C50 <1,750 O 30 A
= |C50 >1,750 c
® Ratio IC50<1,750 / >1,750 S o5 4
£
2
b Random peptides ng 10 1
20,000 1 - 030 T o —_—
o
2 59 55 43 29 19 12 10 5 2 1
» 16,000 - b S o
S &= FDR (%)
%.12,000 J - - - - [ 0.20 cna o — 8-mer
3 - IS — 9-mer
5 015 » 3 10-mer
© 8,000 1 =5
) 010 N 3 = 11-mer
o ]
£ 4,000 1 005 >~
z v,
0 4 Lo N
59 55 43 29 19 12 10 5 2 1 a

FDR (%)

m= |C50 <1,750
== |C50 >1,750
® Ratio IC50=1,750 />1,750

Supplementary Figure 2. The global false discovery rate (FDR) allows enrichment of
MIPs and affects the proportion of small (8-9mers) and long peptides (10-11mers)
identified. (a) We calculated the predicted binding affinity (IC50) for the 8-1Imer
peptides obtained after applying different FDR thresholds. FDR values were calculated
from a dataset of 20,319 eluted peptides (target) and 12,011 reverse peptide versions
(decoy). Without filtering any 8-11mer peptide identified by Mascot, the FDR value
corresponds to 59% (maximal FDR). Bars show the number of peptides with a predicted
binding affinity < 1,750 nM (blue) or > 1,750 nM (red). The second y-axis shows the
enrichment in MHC I-peptides calculated as the ratio of peptides with a predicted binding
affinity <1,750 / >1,750 nM. (b) We performed the same analysis by randomly
generating the same amount of peptides for each FDR threshold. The figure shows that
lower FDR thresholds increase the proportion of eluted peptides with high predicted
binding affinity (a) but have no impact on random peptides (b). (¢) Proportion of 8 —
I1mers identified by applying different FDR thresholds. Low FDR values favor the
identification of long peptides and disfavor the identification of short peptides.
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Supplementary Figure 3. Comparison of MIPs identified using UniProt vs. personalized
databases built with next generation sequencing data. (a) Venn diagram comparing the
number and percentage of unique and common MIP sequences found using UniProt vs.
personalized databases. (b) Mascot score of MIPs identified with each database.
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Supplementary Figure 4. Quantification of surface HLA-ABC before and after peptide
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the mean fluorescence intensity (MFI) was analyzed by flow cytometry before or after
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expression before and after peptide elution in representative samples of subjects 1 and 2.



STALRLTAF_ITGAL

NL: 9.08E3
10 Endogenous peptide in subj.1 ;
9 791.4689
y1
g0 |166.0845
8 7
c
(]
2 6
3
Q
< 5 b2
[ 189.0851 v6
s 4 b5
. v2 529.3040 7204342
LY 237.1206
y5
2 607.3499 b8
814.4696 Y8
1 P ﬁz.sm
100 200 300 400 500 600 700 800 900
miz 2
miz 490.22
NL:205E3
y . .
10 166.0862 Synthetlcpeptlde v
9 791.4769
8
g 7
c
]
T 6
3
< 5 b2
H 189.0871 V6
5 M y2 720.4392
[ b5
4 2371241
3 529.3065 y5
607.3598 b8
2 \ 814.4879
/
1
100 200 300 400 500 600 700 800 900
miz 2
miz 490.25
NL: 1.80E4
10 . .
Endogenous peptide in subj.2
9
8 v
8 7 691.3891
c
(]
2
3
o
< 5
o
2
5 A v5
& v4  634.3676
3 537.3155
y7
819.4838 ys
9345110
|l i A
et etk ey
200 400 600 800 1000
miz miz 439.22%*
NL: 1.66E5
10 . .
Synthetic peptide
9
y6
8 691.3890
3 7
c
o
B
-
o
< 5
o
2
5 A v5
g 634.3682
8 v3 537.3156
) 390.2473 : yv7 V8
\ 819.4830 934 5101
. g

200

1000
miz 439.22%

400

600
miz

800

VIYPGDSDTRY_IGHVS

NL: 2.69E4 L .
10 Endogenous peptide in subj.1
9 v3
a 439.2279
o
HIG b5 . 910.3856
3 213.1588
E 813.3334
o /
2
g ¢ 5
14
3 61285
y9
2 1073.4476
554.2568
‘ |
Sl
0ty
200 400 600 800 1000 1200
miz miz 643.27%
NL: 2.74E4 , .
10 Synthetic peptide
9 V3
. 439.2302 v
910.3900
g 7
Q
c
3 g 7
£ b5
] s 213.1598 8133373
° ~
2 4 y5
[
s 641.2889
€3 6
\ va 756.3158 v
5542571 l 1073.4546
il |
nu“h.\‘l PRV {1 Y SR (P | | \ ,
O st b e M e e e
200 400 600 800 1000 1200
miz miz 643.31%*
NL: 9.11E3
10 Endogenous peptide in subj.2
9
8
3 7
E b6
g v1 b5 7084390
2 132.1016 609.3704
< 5 b4
s 496.2866
& 4
3 v2
T g 245.1854
2
b7
1 821.5242
100 200 300 400 500 600 700 800 900
miz miz 476.772*
NL: 2.99E6
10 Synthetic peptide
9 b5
609.3727
8
b6
8 1 708.4416
5 /
2 6
3
2
< 5
o
2
3 4
& 2
Y
b3
y1 2451869 b7
209 1321023 | 3992362 8215258
b2 b4
1 ‘ 286)1516 496.?566
JE L NI A SRR TV 1 DR [ Y P L
L e L
100 200 300 400 500 600 700 800 900
miz miz 476.74%*

5a



RVSLPTSPR_C130rf18

NL: 1.83E4
10

Relative Abundance

Relative Abundance

Endogenous
peptide in subj.2
b4
456.2937 b7
v v5 741.4252 v7
175.1189 557.3038 757.4202
Y
ve 856.4906

200 400 800 1000

miz 506.752*

Synthetic peptide

b7
7414253 7

y5 y8
757.4208
557.3040 ba\ 856.4894
654.3058

y2 b4
72,1723 4562941

200

400

800

1000
miz 506.72%*

AENDFVHRI_R3HCC1

NL: 3.82E4

o N ® © o2

£ (]
AT T AT ST AT (AT TP AT AT 3

Relative Abundance
N ow

4
z
an
2 »
&
WTR
'y

Relative Abundance
N ow s o N ® w©

Endogenous peptide in subj.1

y3
425.2612

o
TP P T P o P

SDVGGHHY_IGLV2-11

NL: 1.38E4 3194391
10
9 L .
Endogenous peptide in subj.2
8
3 7
c
3
€6 b1
24 203.0658 ¥5
< 570.2404
2
5 4
&
3 v3
456.1979
2 \ y4 y6
. 513/.2183 669.3076 yv7
l H \ 784.3280
¢ WILLL Btk L, ) }
I I | I I }
100 200 300 400 500 600 700 800
miz miz 436.19%*
y2
NL: 2.70E5 319.1408
10 '
9 . ,
Synthetic peptide
8
g 7
c
3 g b1
E 203.0667
< 5 y5
2 570.2430
E 4
3 456.1998
2 y4 v6
513.2214
. j { ﬂ ; 669.3119 V7
784.3387
| \L”“ HL. N lu " MHHH\ - \1 |
1 I f T f T T
100 200 300 400 500 600 700 800
miz miz 436.19%*
NL: 1.75E4
0
. Endogenous peptide in subj.2
8
g 7
c
[
T o
3 v
5 147.1128
2
g 4
¢
3 V3 v6
17 y5  617.3249
2 3334768 503.2824 v7
. \- 754.3831
J.L“A Ll L HJJL ol | l
I I I I I I I
100 200 300 400 500 600 700 800 900
miz miz 462.77%*
NL: 1.07E4
10
. Synthetic peptide
8
3 7
g
T g y1
5 1434177
2 dl /7
o
2
g 4
¢
3 y3 y6
3334773 ys  617.3231
2 503.2837
y7
1 J 754.4122
]| \‘i‘\ ” | 1 ‘ H | bl iy 1) I
I I } i } I
100 200 300 400 500 600 700 800 900
miz miz 462.77%*

y4
y2 524.3295
288.2025
v5
6713979  v6
7864248 7
ﬂ l 900.4922
! \ Ao sy Ll A/A
LAAAA RARAN MAAM LAL) RAALY LA R | T T
200 400 600 800 1000
miz miz 367.52
y3
425.2628
Synthetic peptide
y4
y2 524,3305
230.0773
y5
671.3981
y6
7864260
900.4926
|
200 400 600 800 1000
3+
miz miz 367.52

5a



KEFEDGIINW_BCL2A1

QELETSIKKI_KIF20B

NL: 6.07E3 NL: 2.75E4
1o Endogenous peptide in subj.2 1005 Endogenous peptide in subj.2
9 90
8 80
] b5 o 3
g 7 649.2826 e
5 £ 0
g 6 e 60]
3 3 1
2 2 3
T s b2 2 507
H 258.1452 b6 g E y2
% 4 7063018 . % 40; 260.1949 s 5
£ g 619.3882 © 0] \ sweomy SO0
| A
b3 b4 E \ 501.3729 -
2 4052136 534.2552 oo 203 o500
b 10465250 E .
! ‘ J ‘ 932.4690 / 105 \ { 8184915
I | \ R 1 T4 10 A TR ! PR AR 1 I PN
e L L T A
200 400 600 800 1000 1200 200 400 600 800 1000 1200
miz miz 490.22% miz miz 396.90%"
NL: 3.28E4 NL: 2.69E4
10 Synthetic peptide 1003 Synthetic peptide
9 90
8 80
g 7 3 7]
c c 3
3 3 eod
g 6 g 60]
3 3 1
2 s 2 s
H 258 52 692818 bo R
g A " 706.3042 40 v5
g RE v2 588.4118
3 819.3884 303 w0070 v6
) b3 b4 205 3882026  ya 689.4837
4052147 5342548 E 5013805
b8 E v7
1 I 1 932.4626 RE h |‘ \ / 818.5418
L bbbt Lhakdl ol | | B I 11 1L ST Y n\HW m'\ ]
T T B 0 MR At A bbbt Ml bbbt prere e
200 400 600 800 1000 1200 200 400 600 800 1000 1200
miz miz 2
miz 490.252* miz 396.90

5a



ATSQVLLPSK_IGHM

. y3
10 w81 N 27Ed 3311959
8
«] Detected in Subj.1 NL: 1.44E5 9
8
4
8 0 T
5 2 g
H g o
3 c
< 0 3
o 10 q 5
H :
é 8 i n4143
. . o 3
¢] Not detected in Subj.2 Z 3 va
. 2 4442793 5 v6 784y57°°2 .
557.3633 s y
. 656.4316 a7t 5146
2 /
L A A A A L A M B | 200 400 600 800 1000
43 44 45 46 47 miz
Time (min) miz 522262+ Fragment mass accurracy < 0.02Da
NL: 2.30E5
Detected in Subj.1 10
8
9
6
1745 8
g 4 NL: 3.35E5 g 7 v5
] § 6143044
3 2 T 6
< 5
3 2
< ¢ < 5
o 10 2
K Not detected in Subj.2 5 4
¢ LI
6
2 y2 y3 4
361.2434 Y y6
4 233.1484 517.3427 742.4888 b7
1 \ / . l J / 8114737
2 RN T AALA N i
L o o o e o B B o e e
D I S e = SN 100 200 300 400 500 600 700 800 900
5 10 15 20 25 30 35 miz
Time (min) miz 471.792+ Fragment mass accurracy < 0.02Da
10 NL: 5.74E3 e
Detected in Subj.1 o 626.2601
8 83.22
9
6 .
NL: 6.06E4 8
g 4
g
HE §
3 e 6
0 3
° < 5
> 1o . . ° b5
K Not detected in Subj.2 2, 498.2017
] 5 b7
i ¢ b3 730.3434
6 3 3301118
2 2590749
! b8
4 b4
. . /1 o8 ssz./4291
2
= hx ”\“Mm J Uhulummlﬂ " M- N J | -
N L I O
0 T T T T T 100 200 300 400 5 600 700 800 900 1000
70 75 80 85 90 95 miz
Time (min) miz 500242+ Fragment mass accurracy < 0.02Da

5b



LLYATQQGQAK_MTRR

%] petected in Subj.1
8

37.40

NL: 1.26E5
6

re

~

o

Not detected in Subj.2

o

Relative Abundance

@

30 35 4 45

Time (min)

QIYSTC(cyst)VSK_KIF21B

13 petected in Subj.1

8
8 30.68
NL: 9.34E4
° 4
o
H
5 2
c
3 ¢
2 0
o . .
2 Not detected in Subj.2
[
o 8
[3
o
4
2
G\ I I I 1
20 25 30 35 4
Time (min)

SEGPSTSRW_FOXM1

10 . .
Detected in Subj.1
8
“n
6 NL: 1.02E5
A
]
!
T
g 0 A A A
<
g Not detected in Subj.2
3
[3
6
A
2
0- oy Iy
e e :
30 35 40 45
Time (min)

NL: 1.31E4

5b

101

9

oRelgtive Abunglancg o

n

b2
227.1725

/

y4

v6 y8
403.2249 659.3380 _ Y7 831.4218

760.3858

Y
531.2809 v9

994.4790

10

y
1107.5731

200 400 600 800 1000 1200
miz
miz 610.79%* Fragment mass accurracy < 0.02Da
NL: 2.69E4
10
9
8 y1
147.1123
g7
c
)
I
3
a2
< 5 y2
g 2341441
T 4 y3
3 333.2123
¥ o3 y5
656.2623
2
y4
1 555.2251 y6 -
| l ’ 33030 Y
Ll ]y, L] 906.3753
R e L B
200 400 600 800 1000
miz
miz 383.18* Fragment mass accurracy < 0.02Da
NL: 8.69E3 y5
10 636.3109
y7
9 790.3851
8
g 7
c
T s
§ b2
2 s 217.0822
o
2 y4 v6
5 549.2785 733.3635
E oy y3
448.2309
2 b3
274.1033
1 ‘ J
Ly ‘MIJMJ v LA Ly Ai\ ll“ml ‘.[41 I
LI L L I I O B O O o |
100 200 300 400 500 600 700 800 900 1000
miz
miz 503.712+ Fragment mass accurracy < 0.02Da



KTVYPASYR_CDT1

10
0] Not Detected in Subj.1

6

Relative Abundance
>

Detected in Subj.2 NL: 4.56E4

26 28 30 32 34 36 38

Time (min)
LESGVPSRF_IGKV1D
10
a1 Not Detected in Subj.1
6
4
E 2
2
g 10"
2 51.90
3 81 Detected in Subj.2 L 17685
6
4
2
e e e

30 35 40 45 50 55 60 65 70

Time (min)

REQILM(ox)KRF_PWP2

10
Not Detected in Subj.1

10 4285

8 Detected in Subj.2
[ NL: 5.43E4

Relative Abundance
<

PPN

o T T [ T T

35 40 45 50

Time (min)

55

NL: 1.73E4
10

Relative Abundance
23

y5
593.2979

y6 y7 y8
4 756.3585 855.4265 956.4731
v P
3 175.1171
2
1
200 400 600 800 1000
miz
miz 542.792+ Fragment mass accurracy < 0.02Da
NL: 5.88E4 e
-100: va 749.3918
E 506.2706
90
80
[ 70%
o 4
c 4
3 607
c 4
3 3
2 50 b2
o E 2431333
2 40
z E
¢ 304 y6 y8
] 5 662.3603 878.4352
- Y
20? 409.2171
' L |
ol ‘“““‘L LJLJI l ul\ .ﬂhhli AN uhl | 1
L B e RN
100 200 300 400 500 600 700 800 900 1000
miz
miz 496,262+ Fragment mass accurracy < 0.02 Da
b3
NL: 1.90E4 414.2069
10
9
y3
8 450.2829
o y4-SO2
% 7 533.3163
T
3 4
!
< 5 597.3145
% 4 b2 y5-S0O2
K 286.1490 646.3999
4
3
y5
2 710.3973
y6-SO2 y7-SO2
\ h 759.4828 887.5411
sl L LB bl L
e B L
200 400 600 800 1000 1200
miz
miz 412852+ Fragment mass accurracy < 0.02Da

5b



SSHQVVPSL_PTPRZ1

10
o] Not Detected in Subj.1
6
4
2

o
0

10 34.22

Relative Abundance

] Detected in

60 Subj.2
A

NL: 9.19E4

2

30 32 34 36 38 40

Time (min)

YHIGIPLTY_VPS16

10
o] Not Detected in Subj.1
6
4
2

A M.

0

10

78.27
8

Relative Abundance

Detected in
607 Subj.2

NL: 1.72E4

Time (min)

YSDLRKESM(ox)_MCM2

101

Not Detected in Subj.1
6
A

2
0
[

10 23.05

803 Detected in Subj.2

6 NL: 5.60E4

Relative Abundance

LI B B B B

16 18 20 22 24 26 28

TTT

Time (min)

5b

NL: 4.58E4
101

g 7 s
g 642.3860
T 6
3
2
< s
o
2 v
5 40411321004 b7
2, v2 b3 735.3845
) 2104316 3121268 |, 779.4435
4152506 / '8
] ses.luse
100 200 300 400 500 600 700 800 900
miz
miz 477,242+ Fragment mass accurracy < 0.02Da
. b2
NL: 4.0383 3011254
10
9
y1
s0d |182.0787
7
o y2
2111248

Relative Abundance
I

b5
b4
b3 5843110
N | 1, 4712208

b6 b7
681.3662 794.4583

} I HI'\M' J{H'n brberph

* A T
1000

b

200 400 600 800
miz
miz 538.772+ Fragment mass accurracy < 0.02Da
NL: 2.54E4
10
9
8
g
c
(]
L y1
3 166.0529
< 5
.g y6-SO2
g 715.4080 ve-so2
3 917.4673
3 y2 y7-SO2
253.0850 830.4360
2 V6
y5-SO2
1 6023228 | 7794072 y8
/ | 981.4639
200 400 600 800 1000
miz
miz 572.772+

Fragment mass accurracy < 0.02Da



LLYATQQGQAK_MTRR

NL: 1.31E4

y1
147.1107 NL: 2.69E4
10
9 Endogenous peptide in subj.1 ’ Endogenous peptide in subj.1
8 8 v
R o 147.1123
7 7
g 218.1469 2
3 3
< 5 < 5 y2
g v8 2 234144
5 4 403y;249 831.4218 T A
] - 7 ] y5-Cyst
14 M 4 v6 y7
3 760.3858 3 656.2742
y3 531.2809 vo V3 ya-Cyst 624.2999 787.3660
2 346.2039 9944790 2 333.2123 555.2251
\ y6-Cyst y7-Cyst
1 y10 1 [ \ 7433030 /  906.3753
07573 U1 O I SN SR O N
Yol ol phoebblenpit b epga e e dy T
200 400 600 800 1000 120 200 400 600 800 1000
'
miz miz 610.79 _Cyst = 119.00410 Da miz miz 383.18
NL: 9.58E4
y1
147.1129 NL: 1.73E4
10 10
. Synthetic peptide . Synthetic peptide
8 8 y1
R 147.1131
g 7 g 7
c c
3 2
z 181500 i 2
. y8
< s st o < s 2341453
2 4 Z 4
5 y4 ]
] 403.2303 g S
T o3 v5 y7 LY v3 537.2721
y3 5312885 . 760.3969 vo 333.2145 y6
2 346.2091 | 659348 9945366 2 6243254
; v4 y7
. ‘ J x 10 ; 4362224 787.4059
1107.6338
o |Jhl ld sl \Mn\Lw L] |
0y M e H ey koo
200 400 600 800 1000 1200 200 400 600 800 1000
2+
miz miz610.83° miz miz 514.76
NL: 1.96E4
1 L .
0 Endogenous peptide in subj.2
9
8
g v
g 593.3044
3 6
2
5
é’ 5 y6
) 756.3674 . y8
2, st 55482
©
o} y3 ’ /
LY y1 4252137
175.1189 y2 va
2 / 338.1828 496.2516
1
. Ll nlmm,mm Hhul\ Lol L bl 1)
T e 1 1 t T t f Tt T e LAARAY RAALI A |
200 400 600 800 1000
NL: 1.41E4 miz miz 54279
1 . .
%3 | Synthetic peptide
9
y5
8 593.3046
g 7
g
S g y7
H BT
o y!
< 5 y8
s 756.3981 956.5380
T aq [17511%0
y3
338.1849 4252208
2
y4
1 496.2506
200 400 600 800 1000
2+
miz miz 542.79

QIYSTC(cyst)VSK_KIF21B

5¢c



Supplementary Figure 5. MS validation of polymorphic and non polymorphic

peptides. (a) Polymorphic MiHAs resulting from ns-SNPs in the MIP-coding region,
encoded by one single non-HLA gene and exclusively detected in one of the two subjects
(corresponding to Table 1) were validated using the MS/MS spectra of the corresponding
synthetic peptides. (b) Twelve peptides exclusively detected in subject 1 or 2 ( 6 in
subject 1 and 6 in subject 2) were randomly selected among those that were present in 3
or 4 replicates. The extracted ion chromatograms of MiHA peptides for both subjects are
presented along with the corresponding MS/MS spectra. Comparison of extracted ion
chromatograms conrmed the selective detection of MiHA peptides in one of the two
subjects. (¢) Three non polymorphic peptides (Supplementary Data 3) used in
cytotoxicity assays were also validated using MS/MS of their respective synthetic
peptides.



ITGAL-1T - DNA -subject 1
T CCANAGCCCTGC GTCTAACT GCTTTT

ITGAL-1T - DNA -subject 2
TCCAGAGCCCTGCGTCTAACT GCTTTT
S R[[ & L R L T JA F

GRP-1R - DNA - subject 1

AGTGAGCTCCCGCTGGTCCTGCTG
s E P L \4 L

GRP-1R - DNA - subject 2

NGTGAGCTCCCGC TGGTCCTGCTG
S/R E L P L v L

C130rf18-1R - DNA - subject 1

CGGGTGTCTCT GCCCACAAGCCCTGGG
R v S L P T S P G

C130rf18-1R - DNA - subject 2
CGGGT GTCTCT GCCCACAAGCCCTAGG

NQO1-1R - DNA - subject 1

GCCATGTATGACAAAGGACCCTTCNGG
A M Y X G P F R/W

NQO1-1R - DNA - subject 2

GCCATGTATGACAAAGGACCCTTCTGG
A M Y K G P F w

IGLV2-11-1HH - DNA - subject 1 IGLV2-11-1HH - cDNA - subject 1

AGTGAT GTT NGN GN ATAACNNT |[[AGTGACGTTGGTGGTTATAA CTAT
= R T s G N

IGLV2-11-1HH - DNA - subject 2 IGLV2-11-1HH - cDNA - subject 2

AGTGATGTTNGN GT ATA ACNNT AGTGATGTTGGTGGTCATCACTAT
s D

IGHV5-51-1V - cDNA - subject 1
NGGAGTGGATGGNGNNNNTCTATCCTGGTGAC

IGHV5-51-1V - cDNA - subject 2
TGGAGTGGATGGGGAGCATCTATCCTGGG AAC

Supplementary Figure 6. Validation of 6 M1HA codlng sequences by Sanger
sequencing. Chromatograms obtained after Sanger sequencing of PCR-amplified DNA or
cDNA encoding 6 MiHAs. The primers used are shown in Supplementary Table 1.
Polymorphic loci are highlighted in grey. The IGLV2-11-1HH MiHA results from 2
nucleotide changes at the transcript level in subject 2.
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Supplementary Figure 7. Differential expression of non-polymorphic MIPs does not
correlate with differences in MIP-coding genes or exons between subjects. For 41 non-
polymorphic MIPs that were exclusively detected in one sibling, we calculated the fold
difference in intensity of the MIP and the fold difference in expression of the underlying
MIP-coding gene (a) or exon (b) measured in Reads Per Kilobase per Million mapped
Reads (RPKM). In only 2 cases, MIP abundance differences reflect MIP-coding
transcript differences (dots in red and blue). The calculated Spearman r value (rs”) shows
no correlation.



Supplementary Table 1. List of PCR primers used for PCR amplification of DNA and
cDNA segments containing the region coding for the MiHAs between subjects 1 and 2.

Peptide sequence Gene Target Forward (5' to 3") Reverse (5' to 3")
(amino acids) symbol nucleic
acid
STALRLTAF ITGAL DNA TTATTTCTTTCTGGCC | AGCATCTTCTTCCAAGT
CACCA TACTCAG
STALRLTAF ITGAL cDNA GAAACCTGGGAGATC | TCACATTGGCGTGCAA
CCTTT TTC
VIYPGDSDTRY IGHVS5-51 | DNA and | ACAGTAATACATGGC | GCTGTTCTCCAAGGTCA
cDNA GGTGTC GTC
AMYDKGPFRSK | NQOI1 DNA AGGAATGGGAAAGGT | GGGAAGCTCCATCTCA
GTGAAG AACAA
AMYDKGPFRSK | NQOI1 cDNA GCCCAGATATTGTGGC | GAAGCCACAGAAATGC
TGAA AGAATG
RELPLVLL GRP DNA TCTGCTCTTCCCAGCC | GCCAGGGAAACGCAAA
TCTC GAAATG
RVSLPTSPR C13orfl8 DNA TCTGAGGATACCACA GGTGTGAACAGAGAGG
GACTCC AATGAG
RVSLPTSPR C13orf18 cDNA CAACGTTGTCTGAGGA | GCACAAATACCTCTGG
TACCAC TGAGAA
SDVGGHHY IGLV2-11 | DNA and | GAGTGTGTTTCTCCCT | CCTGCATATGAGCAGC
cDNA CTTTCC AGTAA
SDVGGHHY IGLV2-11 | DNA and | TGATCCTTGGTCTCCT | GAAAGTGTAGCTGCCT
cDNA GCT GCATA




