
supplementary	Table	5:	Results	of	the	DAVID	6.8	database	search	regarding	biological	process	(BP)

Ligandom_MHC_I (n=53) Term Count % PValue

GOTERM_BP_DIRECT GO:0007218~neuropeptide signaling pathway 3 5,70 #######

GOTERM_BP_DIRECT GO:0002042~cell migration involved in sprouting angiogenesis 2 3,80 #######

GOTERM_BP_DIRECT GO:0045776~negative regulation of blood pressure 2 3,80 #######

Ligandom_MHC_II (n=123)Term Count % PValue

GOTERM_BP_DIRECT GO:0030154~cell differentiation 7 5,7 0.06005291040348159

GOTERM_BP_DIRECT GO:0035556~intracellular signal transduction 6 4,9 0.0958340652324683

GOTERM_BP_DIRECT GO:0007268~chemical synaptic transmission 5 4,1 0.056875200093079926

GOTERM_BP_DIRECT GO:0035690~cellular response to drug 3 2,4 0.06480435989023539

GOTERM_BP_DIRECT GO:0001558~regulation of cell growth 3 2,4 0.0837104105231094

GOTERM_BP_DIRECT GO:0006890~retrograde vesicle-mediated transport, Golgi to ER 3 2,4 0.08731038109969944

GOTERM_BP_DIRECT GO:0006919~activation of cysteine-type endopeptidase activity invo 3 2,4 0.0891276621353322

GOTERM_BP_DIRECT GO:0060355~positive regulation of cell adhesion molecule production 2 1,6 0.023844991064866185

GOTERM_BP_DIRECT GO:0060294~cilium movement involved in cell motility 2 1,6 0.0355554987032056

GOTERM_BP_DIRECT GO:0046512~sphingosine biosynthetic process 2 1,6 0.04712689488287563

GOTERM_BP_DIRECT GO:0045086~positive regulation of interleukin-2 biosynthetic process 2 1,6 0.06985887861320138

Neoantigenic (n=357) Term Count % PValue

GOTERM_BP_DIRECT GO:0043547~positive regulation of GTPase activity 21 5,9 0.0034650114269085142

GOTERM_BP_DIRECT GO:0007155~cell adhesion 19 5,3 0.0018415992935701514

GOTERM_BP_DIRECT GO:0006955~immune response 14 3,9 0.043239300486407804

GOTERM_BP_DIRECT GO:0035556~intracellular signal transduction 13 3,6 0.06373669621076841

GOTERM_BP_DIRECT GO:0019882~antigen processing and presentation 11 3,1 4,64E+08

GOTERM_BP_DIRECT GO:0060333~interferon-gamma-mediated signaling pathway 11 3,1 5,68E+08

GOTERM_BP_DIRECT GO:0007268~chemical synaptic transmission 11 3,1 0.012299544483566663

GOTERM_BP_DIRECT GO:0007411~axon guidance 10 2,8 0.0024725123654515905

GOTERM_BP_DIRECT GO:0098609~cell-cell adhesion 10 2,8 0.0587319363652487

GOTERM_BP_DIRECT GO:0016032~viral process 10 2,8 0.09434397676693267

GOTERM_BP_DIRECT GO:0019886~antigen processing and presentation of exogenous pepti 9 2,5 2,62E+11

GOTERM_BP_DIRECT GO:0006974~cellular response to DNA damage stimulus 9 2,5 0.03588776788404723

GOTERM_BP_DIRECT GO:0030198~extracellular matrix organization 8 2,2 0.06601216855348338

GOTERM_BP_DIRECT GO:0034220~ion transmembrane transport 8 2,2 0.08752619944346782

GOTERM_BP_DIRECT GO:0002504~antigen processing and presentation of peptide or poly 7 2,0 3,51E+08
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supplementary	Table	5:	Results	of	the	DAVID	6.8	database	search	regarding	cellular	compartment	(CC)

Ligandom_MHC_I n=53) Term Count % PValue Genes

GOTERM_CC_DIRECT GO:0005737~cytoplasm 19,0 35,8 0.043567071784714306A8K3F7_HUMA

Ligandom_MHC_II (n=123)Term Count % PValue Genes

GOTERM_CC_DIRECT GO:0005886~plasma membrane 34,0 27,6 0.06844827792764846Q86XB2_HUM

GOTERM_CC_DIRECT GO:0005576~extracellular region 16,0 13,0 0.07690256514022722F8VXR5_HUM

GOTERM_CC_DIRECT GO:0030054~cell junction 9,0 7,3 0.008212064554850917D6RDX5_HUM

GOTERM_CC_DIRECT GO:0043231~intracellular membrane-bounded organelle 8,0 6,5 0.060982845057364427C9J6M1_HUM

GOTERM_CC_DIRECT GO:0000151~ubiquitin ligase complex 5,0 4,1 0.004724692526040433A0A087X0C6_

GOTERM_CC_DIRECT GO:0030666~endocytic vesicle membrane 3,0 2,4 0.06423374268445747D6RFM6_HUM

GOTERM_CC_DIRECT GO:0030141~secretory granule 3,0 2,4 0.0783551521094215H0Y332_HUM

Neoantigenic (n=357) Term Count % PValue Genes

GOTERM_CC_DIRECT GO:0016021~integral component of membrane 115 32,20 0.00839777253914956

GOTERM_CC_DIRECT GO:0005886~plasma membrane 99 27,70 0.0017344915629141945

GOTERM_CC_DIRECT GO:0016020~membrane 63 17,60 2,71E+11

GOTERM_CC_DIRECT GO:0005887~integral component of plasma membrane 34 9,50 0.08228878737164072

GOTERM_CC_DIRECT GO:0009986~cell surface 26 7,30 2,08E+11

GOTERM_CC_DIRECT GO:0000139~Golgi membrane 19 5,30 0.023696993647115815

GOTERM_CC_DIRECT GO:0005765~lysosomal membrane 15 4,20 5,12E+11

GOTERM_CC_DIRECT GO:0030054~cell junction 14 3,90 0.07682308487897786

GOTERM_CC_DIRECT GO:0005913~cell-cell adherens junction 12 3,40 0.03509148222155779

GOTERM_CC_DIRECT GO:0016324~apical plasma membrane 10 2,80 0.0862860386666289

GOTERM_CC_DIRECT GO:0042613~MHC class II protein complex 9 2,50 2,79E+07

GOTERM_CC_DIRECT GO:0071556~integral component of lumenal side of endopl 9 2,50 3,35E+08

GOTERM_CC_DIRECT GO:0012507~ER to Golgi transport vesicle membrane 9 2,50 4,08E+09

GOTERM_CC_DIRECT GO:0030018~Z disc 8 2,20 0.00578947670451794

GOTERM_CC_DIRECT GO:0010008~endosome membrane 8 2,20 0.052413704564529595

GOTERM_CC_DIRECT GO:0030666~endocytic vesicle membrane 7 2,00 0.0012475135934179747

GOTERM_CC_DIRECT GO:0030658~transport vesicle membrane 6 1,70 5,88E+10

GOTERM_CC_DIRECT GO:0030669~clathrin-coated endocytic vesicle membrane 6 1,70 8,40E+11

GOTERM_CC_DIRECT GO:0032588~trans-Golgi network membrane 6 1,70 0.0175922932861812

GOTERM_CC_DIRECT GO:0001726~ruffle 6 1,70 0.02406304288415928

GOTERM_CC_DIRECT GO:0012505~endomembrane system 6 1,70 0.056954372031701735
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supplementary	Table	5:	Results	of	the	DAVID	6.8	database	search	regarding	molecular	function	(MF)

Ligandom_MHC_I (n=53) none found

Ligandom_MHC_II (n=123) Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnrichmenBonferroni Benjamini FDR

GOTERM_MF_DIRECT GO:0005515~protein binding 62 50,4 0.08584910943029099K7ELE0_HUMAN, 104 8785 16881 1,1 0.99999999287576370.9765281314883311 6,8

GOTERM_MF_DIRECT GO:0016874~ligase activity 7 5,7 0.006216428942331954C9J6M1_HUMAN, 104 270 16881 4,2 0.72836302640989150.4788119594713358 7,6

GOTERM_MF_DIRECT GO:0016787~hydrolase activity 5 4,1 0.02953237281914147Q6PJ10_HUMAN, 104 191 16881 4,2 0.99809874647259630.8761165349227832 3,2

GOTERM_MF_DIRECT GO:0005520~insulin-like growth factor binding 3 2,4 0.005292719284863314NOV_HUMAN, K 104 18 16881 27,1 0.67014959532982070.6701495953298207 6,5

GOTERM_MF_DIRECT GO:0003777~microtubule motor activity 3 2,4 0.08578250481676018H7C506_HUMA 104 80 16881 6,1 0.99999999276645210.9907777298551371 6,8

Neoantigenic (n=357) Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnrichmenBonferroni Benjamini FDR

GOTERM_MF_DIRECT GO:0005524~ATP binding 39 10,90 0.022897646311181793 309 1495 16881 1,40 0.9999985705316920.8140497286653737 29,0

GOTERM_MF_DIRECT GO:0005509~calcium ion binding 22 6,20 0.022704774934432643 309 717 16881 1,70 0.99999839684187020.8513587050350541 29,0

GOTERM_MF_DIRECT GO:0004674~protein serine/threonine kinase activ 13 3,60 0.043937162117497576 309 376 16881 1,90 0.99999999999540150.9068186262688078 48,0

GOTERM_MF_DIRECT GO:0098641~cadherin binding involved in cell-cell 11 3,10 0.040700453795372515 309 290 16881 2,10 0.99999999996723480.9105580441439796 46,0

GOTERM_MF_DIRECT GO:0042605~peptide antigen binding 8 2,20 5,36E+08 15,60 0,0008

GOTERM_MF_DIRECT GO:0016887~ATPase activity 8 2,20 0.05099901372151747 309 183 16881 2,40 0.9999999999999380.9206900569390433 54,0

GOTERM_MF_DIRECT GO:0005215~transporter activity 8 2,20 0.07746897997553727 309 202 16881 2,20 1.0 0.9464977839791526 69,0

GOTERM_MF_DIRECT GO:0001618~virus receptor activity 7 2,00 0.0017299458733675617 5,50 2,5

GOTERM_MF_DIRECT GO:0051015~actin filament binding 7 2,00 0.034132045112144724 309 132 16881 2,90 0.99999999827329910.8937430231128243 40,0

GOTERM_MF_DIRECT GO:0032395~MHC class II receptor activity 6 1,70 5,06E+09 21,90 0,0074

GOTERM_MF_DIRECT GO:0005085~guanyl-nucleotide exchange factor a 6 1,70 0.06506405173825588 309 118 16881 2,80 1.0 0.9261613081232526 63,0

GOTERM_MF_DIRECT GO:0003777~microtubule motor activity 5 1,40 0.058526832974908995 309 80 16881 3,40 0.99999999999999940.918147907341151 59,0

GOTERM_MF_DIRECT GO:0043621~protein self-association 4 1,10 0.05136113493993911 309 46 16881 4,80 0.99999999999995040.9052483074440199 54,0

GOTERM_MF_DIRECT GO:0005518~collagen binding 4 1,10 0.09650906435900997 309 60 16881 3,60 1.0 0.9688375897410966 78,0

GOTERM_MF_DIRECT GO:0046977~TAP binding 3 0,80 9,83E+11 54,60 1,4

GOTERM_MF_DIRECT GO:0030881~beta-2-microglobulin binding 3 0,80 0.01636964075781915 14,90 22,0

GOTERM_MF_DIRECT GO:0050321~tau-protein kinase activity 3 0,80 0.01940936334341533 309 12 16881 13,70 0.99998866613337990.8501248320051109 25,0

Cryptic (n=67) Term Count % PValue Genes List Total Pop Hits Pop Total Fold EnrichmenBonferroni Benjamini FDR

GOTERM_MF_DIRECT GO:0005524~ATP binding 12 17,90 0.011870463182022332 59 1495 16881 2,30 0.81432336432487970.42950424204739457 13,0

GOTERM_MF_DIRECT GO:0046872~metal ion binding 12 17,90 0.09191027432081117 59 2069 16881 1,70 0.99999875216994280.8565853112713455 68,0

GOTERM_MF_DIRECT GO:0004672~protein kinase activity 6 9,00 0.007708616142669461 59 359 16881 4,80 0.6641618176923660.664161817692366 8,7

GOTERM_MF_DIRECT GO:0004713~protein tyrosine kinase activity 4 6,00 0.010760876199650679 59 133 16881 8,60 0.78248908296731780.5336193432048428 12,0

GOTERM_MF_DIRECT GO:0005088~Ras guanyl-nucleotide exchange facto 3 4,50 0.05941500830964671 59 115 16881 7,50 0.99982253026378530.7629423086291817 52,0

GOTERM_MF_DIRECT GO:0004716~receptor signaling protein tyrosine k 2 3,00 0.033840657720354064 59 10 16881 57,20 0.99220394619630680.7028548083855047 33,0

GOTERM_MF_DIRECT GO:0016805~dipeptidase activity 2 3,00 0.04377156529840589 59 13 16881 44,00 0.99818367652903110.7169659805171875 41,0
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