SUPPLEMENTARY TABLE 1. Controls used in the screening cohort

	
Diagnosis/procedure
	n

	Endoscopy
	12

	Inguinal hernia
	5

	Benign hemangioma
	2

	Benign adrenal adenoma
	1

	Duodenal adenoma
	1

	Abdominal aortic aneurysm
	1


SUPPLEMENTARY TABLE 2. All miRNAs analyzed in the screening cohort and their corresponding fold changes and p-values

	miRNA
	Target sequence
	Controls
	Cases
	Fold 
change
	ttest 
p-value
	FDR (p)

	hsa-miR-574-3p
	CACGCUCAUGCACACACCCACA
	22
	23
	1,5
	0,00008
	0,0149

	hsa-miR-885-5p
	UCCAUUACACUACCCUGCCUCU
	22
	23
	3,9
	0,00013
	0,0115

	hsa-miR-144-3p
	UACAGUAUAGAUGAUGUACU
	22
	23
	0,4
	0,00014
	0,0080

	hsa-miR-130b-3p
	CAGUGCAAUGAUGAAAGGGCAU
	22
	23
	1,5
	0,00019
	0,0083

	hsa-miR-34a-5p
	UGGCAGUGUCUUAGCUGGUUGU
	22
	23
	2,2
	0,00021
	0,0073

	hsa-miR-22-3p
	AAGCUGCCAGUUGAAGAACUGU
	22
	23
	1,3
	0,00021
	0,0062

	hsa-miR-24-3p
	UGGCUCAGUUCAGCAGGAACAG
	22
	23
	1,2
	0,00048
	0,0121

	hsa-miR-106b-5p
	UAAAGUGCUGACAGUGCAGAU
	22
	23
	0,8
	0,00060
	0,0134

	hsa-miR-22-5p
	AGUUCUUCAGUGGCAAGCUUUA
	22
	23
	1,4
	0,00067
	0,0131

	hsa-miR-451a
	AAACCGUUACCAUUACUGAGUU
	22
	23
	0,5
	0,00125
	0,0221

	hsa-let-7d-3p
	CUAUACGACCUGCUGCCUUUCU
	22
	22
	1,3
	0,00201
	0,0323

	hsa-miR-101-3p
	UACAGUACUGUGAUAACUGAA
	22
	22
	0,7
	0,00244
	0,0360

	hsa-miR-26a-5p
	UUCAAGUAAUCCAGGAUAGGCU
	22
	23
	0,6
	0,00257
	0,0350

	hsa-miR-197-3p
	UUCACCACCUUCUCCACCCAGC
	22
	23
	1,4
	0,00293
	0,0370

	hsa-miR-423-3p
	AGCUCGGUCUGAGGCCCCUCAGU
	22
	23
	1,3
	0,00388
	0,0458

	hsa-miR-122-5p
	UGGAGUGUGACAAUGGUGUUUG
	22
	23
	2,5
	0,00412
	0,0455

	hsa-miR-16-5p
	UAGCAGCACGUAAAUAUUGGCG
	22
	23
	0,7
	0,00471
	0,0491

	hsa-miR-505-3p
	CGUCAACACUUGCUGGUUUCCU
	22
	23
	1,6
	0,00524
	0,0516

	hsa-miR-33b-5p
	GUGCAUUGCUGUUGCAUUGC
	19
	23
	1,7
	0,00532
	0,0496

	hsa-miR-326
	CCUCUGGGCCCUUCCUCCAG
	22
	23
	1,4
	0,00640
	0,0567

	hsa-miR-433-3p
	AUCAUGAUGGGCUCCUCGGUGU
	19
	20
	2,1
	0,00671
	0,0607

	hsa-miR-15a-5p
	UAGCAGCACAUAAUGGUUUGUG
	22
	23
	0,7
	0,00849
	0,0716

	hsa-miR-363-3p
	AAUUGCACGGUAUCCAUCUGUA
	22
	23
	0,6
	0,00854
	0,0687

	hsa-miR-186-5p
	CAAAGAAUUCUCCUUUUGGGCU
	22
	23
	0,6
	0,00952
	0,0733

	hsa-let-7g-5p
	UGAGGUAGUAGUUUGUACAGUU
	22
	23
	0,8
	0,01108
	0,0817

	hsa-miR-328-3p
	CUGGCCCUCUCUGCCCUUCCGU
	22
	23
	1,4
	0,01295
	0,0917

	hsa-miR-19b-3p
	UGUGCAAAUCCAUGCAAAACUGA
	22
	23
	0,8
	0,01418
	0,0966

	hsa-miR-27b-3p
	UUCACAGUGGCUAAGUUCUGC
	22
	23
	1,2
	0,01534
	0,1006

	hsa-miR-148a-3p
	UCAGUGCACUACAGAACUUUGU
	21
	23
	1,4
	0,01766
	0,1116

	hsa-miR-19a-3p
	UGUGCAAAUCUAUGCAAAACUGA
	22
	23
	0,8
	0,01790
	0,1092

	hsa-miR-374a-5p
	UUAUAAUACAACCUGAUAAGUG
	22
	21
	0,6
	0,01809
	0,1067

	hsa-miR-301a-3p
	CAGUGCAAUAGUAUUGUCAAAGC
	22
	23
	0,8
	0,01863
	0,1064

	hsa-miR-146a-5p
	UGAGAACUGAAUUCCAUGGGUU
	22
	23
	1,2
	0,02028
	0,1122

	hsa-miR-130a-3p
	CAGUGCAAUGUUAAAAGGGCAU
	22
	23
	1,3
	0,02033
	0,1090

	hsa-miR-21-5p
	UAGCUUAUCAGACUGAUGUUGA
	21
	23
	1,2
	0,02130
	0,1109

	hsa-miR-107
	AGCAGCAUUGUACAGGGCUAUCA
	22
	23
	0,7
	0,02178
	0,1102

	hsa-miR-199a-3p
	ACAGUAGUCUGCACAUUGGUUA
	22
	23
	1,2
	0,02230
	0,1096

	hsa-miR-484
	UCAGGCUCAGUCCCCUCCCGAU
	22
	22
	1,3
	0,02556
	0,1223

	hsa-miR-140-3p
	UACCACAGGGUAGAACCACGG
	22
	23
	0,7
	0,02597
	0,1210

	hsa-miR-215-5p
	AUGACCUAUGAAUUGACAGAC
	22
	23
	1,7
	0,02757
	0,1251

	hsa-miR-423-5p
	UGAGGGGCAGAGAGCGAGACUUU
	22
	23
	1,2
	0,02781
	0,1231

	hsa-miR-584-5p
	UUAUGGUUUGCCUGGGACUGAG
	22
	23
	1,3
	0,02914
	0,1258

	hsa-miR-103a-3p
	AGCAGCAUUGUACAGGGCUAUGA
	22
	23
	0,7
	0,03042
	0,1282

	hsa-miR-320a
	AAAAGCUGGGUUGAGAGGGCGA
	22
	23
	1,2
	0,03049
	0,1255

	hsa-miR-128-3p
	UCACAGUGAACCGGUCUCUUU
	22
	23
	1,3
	0,03051
	0,1227

	hsa-miR-421
	AUCAACAGACAUUAAUUGGGCGC
	22
	23
	1,5
	0,03272
	0,1287

	hsa-miR-148b-3p
	UCAGUGCAUCACAGAACUUUGU
	22
	23
	1,1
	0,03584
	0,1379

	hsa-miR-221-3p
	AGCUACAUUGUCUGCUGGGUUUC
	22
	23
	1,2
	0,04159
	0,1566

	hsa-miR-26b-5p
	UUCAAGUAAUUCAGGAUAGGU
	22
	23
	0,7
	0,04844
	0,1786

	hsa-miR-193b-3p
	AACUGGCCCUCAAAGUCCCGCU
	21
	23
	1,9
	0,05351
	0,1933

	hsa-miR-195-5p
	UAGCAGCACAGAAAUAUUGGC
	20
	21
	0,7
	0,05422
	0,1919

	hsa-miR-503-5p
	UAGCAGCGGGAACAGUUCUGCAG
	19
	23
	1,6
	0,05597
	0,1942

	hsa-miR-134-5p
	UGUGACUGGUUGACCAGAGGGG
	22
	20
	1,6
	0,06227
	0,2120

	hsa-miR-30b-5p
	UGUAAACAUCCUACACUCAGCU
	22
	23
	0,8
	0,06282
	0,2098

	hsa-miR-424-5p
	CAGCAGCAAUUCAUGUUUUGAA
	22
	23
	0,7
	0,06411
	0,2101

	hsa-miR-23a-3p
	AUCACAUUGCCAGGGAUUUCC
	22
	23
	1,1
	0,06422
	0,2067

	hsa-miR-142-3p
	UGUAGUGUUUCCUACUUUAUGGA
	22
	23
	0,7
	0,06817
	0,2155

	hsa-miR-185-3p
	AGGGGCUGGCUUUCCUCUGGUC
	18
	23
	1,6
	0,06895
	0,2141

	hsa-miR-330-3p
	GCAAAGCACACGGCCUGCAGAGA
	21
	18
	1,6
	0,06895
	0,2259

	hsa-miR-99a-5p
	AACCCGUAGAUCCGAUCUUGUG
	22
	23
	1,3
	0,06980
	0,2130

	hsa-miR-454-3p
	UAGUGCAAUAUUGCUUAUAGGGU
	21
	23
	0,7
	0,08095
	0,2428

	hsa-miR-152-3p
	UCAGUGCAUGACAGAACUUGG
	22
	23
	1,2
	0,08171
	0,2410

	hsa-miR-29c-3p
	UAGCACCAUUUGAAAUCGGUUA
	22
	23
	0,9
	0,08597
	0,2494

	hsa-miR-194-5p
	UGUAACAGCAACUCCAUGUGGA
	22
	23
	1,4
	0,08612
	0,2458

	hsa-let-7f-5p
	UGAGGUAGUAGAUUGUAUAGUU
	22
	23
	0,7
	0,09637
	0,2707

	hsa-miR-629-5p
	UGGGUUUACGUUGGGAGAACU
	22
	21
	1,4
	0,09946
	0,2751

	hsa-miR-192-5p
	CUGACCUAUGAAUUGACAGCC
	22
	23
	1,5
	0,10046
	0,2736

	hsa-miR-766-3p
	ACUCCAGCCCCACAGCCUCAGC
	22
	23
	1,2
	0,10202
	0,2736

	hsa-miR-381-3p
	UAUACAAGGGCAAGCUCUCUGU
	20
	18
	1,5
	0,10272
	0,2829

	hsa-miR-324-3p
	ACUGCCCCAGGUGCUGCUGG
	22
	23
	1,1
	0,10733
	0,2835

	hsa-miR-29b-3p
	UAGCACCAUUUGAAAUCAGUGUU
	22
	23
	0,9
	0,10934
	0,2846

	hsa-miR-154-5p
	UAGGUUAUCCGUGUUGCCUUCG
	21
	21
	1,5
	0,11304
	0,2900

	hsa-let-7b-5p
	UGAGGUAGUAGGUUGUGUGGUU
	22
	23
	0,8
	0,11861
	0,2999

	hsa-miR-376b-3p
	AUCAUAGAGGAAAAUCCAUGUU
	20
	18
	1,6
	0,12425
	0,3190

	hsa-let-7c-5p
	UGAGGUAGUAGGUUGUAUGGUU
	22
	23
	0,7
	0,13844
	0,3451

	hsa-miR-25-3p
	CAUUGCACUUGUCUCGGUCUGA
	21
	23
	0,8
	0,14404
	0,3541

	hsa-miR-100-5p
	AACCCGUAGAUCCGAACUUGUG
	21
	22
	1,5
	0,14563
	0,3531

	hsa-miR-374b-5p
	AUAUAAUACAACCUGCUAAGUG
	22
	23
	0,8
	0,14943
	0,3574

	hsa-miR-21-3p
	CAACACCAGUCGAUGGGCUGU
	21
	23
	1,2
	0,15070
	0,3557

	hsa-miR-205-5p
	UCCUUCAUUCCACCGGAGUCUG
	21
	21
	0,6
	0,15555
	0,3623

	hsa-miR-345-5p
	GCUGACUCCUAGUCCAGGGCUC
	22
	23
	1,1
	0,15729
	0,3616

	hsa-miR-660-5p
	UACCCAUUGCAUAUCGGAGUUG
	22
	23
	0,8
	0,15801
	0,3586

	mmu-miR-378a-3p
	ACUGGACUUGGAGUCAGAAGG
	22
	23
	1,2
	0,16083
	0,3603

	hsa-let-7a-5p
	UGAGGUAGUAGGUUGUAUAGUU
	22
	23
	0,7
	0,16483
	0,3647

	hsa-miR-30e-5p
	UGUAAACAUCCUUGACUGGAAG
	22
	23
	0,9
	0,16918
	0,3697

	hsa-miR-188-5p
	CAUCCCUUGCAUGGUGGAGGG
	21
	21
	0,8
	0,17034
	0,3677

	hsa-miR-382-5p
	GAAGUUGUUCGUGGUGGAUUCG
	22
	22
	1,4
	0,17396
	0,3710

	hsa-miR-193a-5p
	UGGGUCUUUGCGGGCGAGAUGA
	22
	23
	1,4
	0,17912
	0,3774

	hsa-miR-204-5p
	UUCCCUUUGUCAUCCUAUGCCU
	22
	21
	1,5
	0,19733
	0,4109

	hsa-miR-625-3p
	GACUAUAGAACUUUCCCCCUCA
	21
	23
	1,4
	0,20376
	0,4194

	hsa-miR-30d-5p
	UGUAAACAUCCCCGACUGGAAG
	22
	23
	1,1
	0,20890
	0,4250

	hsa-miR-486-5p
	UCCUGUACUGAGCUGCCCCGAG
	21
	22
	0,8
	0,21028
	0,4230

	hsa-miR-425-3p
	AUCGGGAAUGUCGUGUCCGCCC
	22
	23
	1,2
	0,21097
	0,4196

	hsa-miR-30e-3p
	CUUUCAGUCGGAUGUUUACAGC
	22
	23
	0,8
	0,21622
	0,4252

	hsa-miR-340-5p
	UUAUAAAGCAAUGAGACUGAUU
	22
	22
	0,8
	0,21809
	0,4242

	hsa-miR-324-5p
	CGCAUCCCCUAGGGCAUUGGUGU
	22
	23
	1,2
	0,22100
	0,4252

	hsa-miR-98-5p
	UGAGGUAGUAAGUUGUAUUGUU
	22
	23
	0,8
	0,22798
	0,4339

	hsa-miR-181a-5p
	AACAUUCAACGCUGUCGGUGAGU
	22
	23
	0,8
	0,23164
	0,4362

	hsa-miR-151a-3p
	CUAGACUGAAGCUCCUUGAGG
	22
	23
	1,1
	0,24472
	0,4560

	hsa-miR-17-5p
	CAAAGUGCUUACAGUGCAGGUAG
	22
	23
	1,2
	0,25498
	0,4701

	hsa-miR-365a-3p
	UAAUGCCCCUAAAAAUCCUUAU
	22
	23
	1,3
	0,26581
	0,4850

	hsa-miR-143-3p
	UGAGAUGAAGCACUGUAGCUC
	22
	23
	0,8
	0,26906
	0,4860

	hsa-miR-199b-5p
	CCCAGUGUUUAGACUAUCUGUUC
	22
	19
	0,8
	0,26958
	0,4820

	hsa-miR-20a-5p
	UAAAGUGCUUAUAGUGCAGGUAG
	22
	23
	0,9
	0,27862
	0,4932

	hsa-miR-30c-5p
	UGUAAACAUCCUACACUCUCAGC
	22
	23
	0,8
	0,28044
	0,4915

	hsa-miR-27a-3p
	UUCACAGUGGCUAAGUUCCGC
	22
	23
	1,1
	0,28575
	0,4959

	hsa-miR-32-5p
	UAUUGCACAUUACUAAGUUGCA
	22
	23
	0,9
	0,28765
	0,4943

	hsa-let-7d-5p
	AGAGGUAGUAGGUUGCAUAGUU
	22
	23
	0,8
	0,29006
	0,4937

	hsa-miR-125b-5p
	UCCCUGAGACCCUAACUUGUGA
	22
	23
	1,2
	0,29125
	0,4910

	hsa-miR-323a-3p
	CACAUUACACGGUCGACCUCU
	21
	18
	1,3
	0,30397
	0,5250

	hsa-miR-150-5p
	UCUCCCAACCCUUGUACCAGUG
	22
	23
	0,8
	0,31468
	0,5255

	hsa-miR-136-5p
	ACUCCAUUUGUUUUGAUGAUGGA
	21
	23
	0,7
	0,32308
	0,5344

	hsa-miR-485-3p
	GUCAUACACGGCUCUCCUCUCU
	19
	21
	1,3
	0,32918
	0,5535

	hsa-miR-155-5p
	UUAAUGCUAAUCGUGAUAGGGGU
	22
	21
	0,8
	0,33949
	0,5564

	hsa-miR-652-3p
	AAUGGCGCCACUAGGGUUGUG
	22
	23
	1,1
	0,34536
	0,5608

	hsa-miR-146b-5p
	UGAGAACUGAAUUCCAUAGGCU
	22
	23
	0,9
	0,34644
	0,5574

	hsa-miR-432-5p
	UCUUGGAGUAGGUCAUUGGGUGG
	20
	20
	1,3
	0,36663
	0,5846

	hsa-miR-222-3p
	AGCUACAUCUGGCUACUGGGU
	22
	23
	0,9
	0,37063
	0,5857

	hsa-miR-93-5p
	CAAAGUGCUGUUCGUGCAGGUAG
	22
	23
	0,9
	0,37316
	0,5845

	hsa-miR-338-3p
	UCCAGCAUCAGUGAUUUUGUUG
	22
	23
	0,9
	0,37575
	0,5834

	hsa-miR-337-3p
	CUCCUAUAUGAUGCCUUUCUUC
	19
	20
	1,3
	0,38143
	0,5989

	hsa-miR-126-3p
	UCGUACCGUGAGUAAUAAUGCG
	22
	23
	1,0
	0,38774
	0,5968

	hsa-miR-545-3p
	UCAGCAAACAUUUAUUGUGUGC
	20
	21
	0,8
	0,39242
	0,5988

	hsa-miR-23b-3p
	AUCACAUUGCCAGGGAUUACC
	22
	23
	1,1
	0,40948
	0,6195

	hsa-miR-92b-3p
	UAUUGCACUCGUCCCGGCCUCC
	21
	22
	1,2
	0,41270
	0,6191

	hsa-miR-181b-5p
	AACAUUCAUUGCUGUCGGUGGGU
	21
	22
	0,9
	0,42695
	0,6350

	hsa-miR-33a-5p
	GUGCAUUGUAGUUGCAUUGCA
	22
	23
	1,1
	0,42922
	0,6331

	hsa-miR-10b-5p
	UACCCUGUAGAACCGAAUUUGUG
	22
	23
	0,8
	0,43528
	0,6367

	hsa-let-7e-5p
	UGAGGUAGGAGGUUGUAUAGUU
	22
	22
	0,8
	0,44967
	0,6524

	hsa-miR-210-3p
	CUGUGCGUGUGACAGCGGCUGA
	22
	23
	1,1
	0,45209
	0,6506

	hsa-miR-185-5p
	UGGAGAGAAAGGCAGUUCCUGA
	22
	23
	0,9
	0,45321
	0,6469

	hsa-miR-1
	UGGAAUGUAAAGAAGUAUGUAU
	20
	22
	0,8
	0,46183
	0,6540

	hsa-miR-199a-5p
	CCCAGUGUUCAGACUACCUGUUC
	22
	23
	1,1
	0,46429
	0,6522

	hsa-miR-744-5p
	UGCGGGGCUAGGGCUAACAGCA
	22
	23
	1,1
	0,46920
	0,6539

	hsa-miR-28-5p
	AAGGAGCUCACAGUCUAUUGAG
	22
	23
	0,9
	0,47921
	0,6627

	hsa-miR-598-3p
	UACGUCAUCGUUGUCAUCGUCA
	18
	22
	1,2
	0,48632
	0,6673

	hsa-miR-223-3p
	UGUCAGUUUGUCAAAUACCCCA
	22
	23
	1,1
	0,48695
	0,6630

	hsa-miR-92a-3p
	UAUUGCACUUGUCCCGGCCUGU
	22
	23
	0,9
	0,48845
	0,6600

	hsa-miR-224-5p
	UACCCUGUAGAACCGAAUUUGUG
	19
	20
	1,2
	0,49863
	0,6816

	hsa-miR-20b-5p
	CAAAGUGCUCAUAGUGCAGGUAG
	21
	22
	0,9
	0,50790
	0,6810

	hsa-miR-18a-3p
	ACUGCCCUAAGUGCUCCUUCUGG
	20
	22
	0,9
	0,51666
	0,6876

	hsa-miR-15b-5p
	UAGCAGCACAUCAUGGUUUACA
	22
	22
	0,9
	0,51856
	0,6850

	hsa-miR-361-3p
	UCCCCCAGGUGUGAUUCUGAUUU
	18
	20
	1,1
	0,53483
	0,7106

	hsa-miR-191-5p
	CAACGGAAUCCCAAAAGCAGCUG
	22
	23
	1,1
	0,53687
	0,7039

	hsa-miR-99b-5p
	CACCCGUAGAACCGACCUUGCG
	22
	23
	1,1
	0,53884
	0,7013

	hsa-miR-7-5p
	UGGAAGACUAGUGAUUUUGUUGU
	20
	22
	0,9
	0,54004
	0,6977

	hsa-let-7i-5p
	UGAGGUAGUAGUUUGUGCUGUU
	22
	23
	1,0
	0,55263
	0,7088

	hsa-miR-425-5p
	AAUGACACGAUCACUCCCGUUGA
	22
	23
	1,0
	0,55383
	0,7052

	hsa-miR-361-5p
	UUAUCAGAAUCUCCAGGGGUAC
	22
	23
	1,1
	0,55892
	0,7066

	hsa-miR-874-3p
	CUGCCCUGGCCCGAGGGACCGA
	22
	22
	1,1
	0,57848
	0,7262

	hsa-miR-376c-3p
	AACAUAGAGGAAAUUCCACGU
	22
	23
	1,1
	0,59562
	0,7424

	hsa-miR-329-3p
	AACACACCUGGUUAACCUCUUU
	22
	23
	1,2
	0,60026
	0,7430

	hsa-miR-532-5p
	CAUGCCUUGAGUGUAGGACCGU
	21
	23
	0,9
	0,64412
	0,7917

	hsa-miR-142-5p
	CAUAAAGUAGAAAGCACUACU
	22
	23
	1,0
	0,64723
	0,7901

	hsa-miR-409-3p
	GAAUGUUGCUCGGUGAACCCCU
	22
	23
	1,1
	0,64858
	0,7863

	hsa-miR-491-5p
	CUUAUGCAAGAUUCCCUUCUAC
	18
	20
	1,1
	0,65738
	0,8007

	hsa-miR-30a-5p
	UGUAAACAUCCUCGACUGGAAG
	22
	22
	1,1
	0,66040
	0,7952

	hsa-miR-495-3p
	AAACAAACAUGGUGCACUUCUU
	22
	22
	0,9
	0,66127
	0,7908

	hsa-miR-29a-3p
	UAGCACCAUCUGAAAUCGGUUA
	22
	23
	1,0
	0,67268
	0,7991

	hsa-miR-551b-3p
	GCGACCCAUACUUGGUUUCAG
	19
	20
	1,1
	0,67367
	0,8000

	hsa-miR-133a-3p
	UUUGGUCCCCUUCAACCAGCUG
	22
	23
	1,1
	0,68235
	0,8052

	hsa-miR-296-5p
	AGGGCCCCCCCUCAAUCCUGU
	22
	23
	1,1
	0,69358
	0,8130

	hsa-miR-10a-5p
	UACCCUGUAGAUCCGAAUUUGUG
	22
	18
	0,9
	0,69361
	0,8077

	hsa-miR-377-3p
	AUCACACAAAGGCAACUUUUGU
	21
	22
	1,1
	0,69374
	0,8026

	hsa-miR-145-5p
	GUCCAGUUUUCCCAGGAAUCCCU
	22
	23
	1,0
	0,69956
	0,8040

	hsa-miR-335-5p
	UCAAGAGCAAUAACGAAAAAUGU
	22
	23
	1,0
	0,71040
	0,8112

	hsa-miR-133b
	UUUGGUCCCCUUCAACCAGCUA
	22
	23
	0,9
	0,71197
	0,8078

	hsa-miR-342-3p
	UCUCACACAGAAAUCGCACCCGU
	22
	23
	1,0
	0,73882
	0,8329

	hsa-miR-339-5p
	UCCCUGUCCUCCAGGAGCUCACG
	22
	23
	1,0
	0,75241
	0,8429

	hsa-miR-487b-3p
	AAUCGUACAGGGUCAUCCACUU
	20
	21
	0,9
	0,76751
	0,8544

	hsa-miR-139-5p
	UCUACAGUGCACGUGUCUCCAGU
	22
	23
	1,0
	0,78854
	0,8723

	hsa-miR-140-5p
	CAGUGGUUUUACCCUAUGGUAG
	22
	23
	1,0
	0,80292
	0,8827

	hsa-miR-410-3p
	AAUAUAACACAGAUGGCCUGU
	21
	21
	0,9
	0,81851
	0,8943

	hsa-miR-590-5p
	GAGCUUAUUCAUAAAAGUGCAG
	22
	23
	1,0
	0,83345
	0,9050

	hsa-miR-18a-5p
	UAAGGUGCAUCUAGUGCAGAUAG
	22
	23
	1,0
	0,86754
	0,9363

	hsa-miR-301b
	CAGUGCAAUGAUAUUGUCAAAGC
	21
	18
	1,0
	0,87396
	0,9435

	hsa-miR-431-5p
	UGUCUUGCAGGCCGUCAUGCA
	21
	21
	1,0
	0,89334
	0,9583

	hsa-miR-376a-3p
	AUCAUAGAGGAAAAUCCACGU
	22
	23
	1,0
	0,90047
	0,9601

	hsa-miR-331-3p
	GCCCCUGGGCCUAUCCUAGAA
	22
	23
	1,0
	0,90297
	0,9570

	hsa-miR-106a-5p
	AAAAGUGCUUACAGUGCAGGUAG
	22
	23
	1,0
	0,91960
	0,9689

	hsa-miR-151a-5p
	UCGAGGAGCUCACAGUCUAGU
	22
	23
	1,0
	0,92288
	0,9666

	hsa-miR-497-5p
	CAGCAGCACACUGUGGUUUGU
	22
	23
	1,0
	0,92765
	0,9658

	hsa-miR-127-3p
	UCGGAUCCGUCUGAGCUUGGCU
	20
	21
	1,0
	0,93464
	0,9674

	hsa-miR-132-3p
	UAACAGUCUACAGCCAUGGUCG
	22
	23
	1,0
	0,93633
	0,9635

	hsa-miR-141-3p
	UAACACUGUCUGGUAAAGAUGG
	20
	18
	1,0
	0,94252
	0,9680

	hsa-miR-375
	UUUGUUCGUUCGGCUCGCGUGA
	22
	21
	1,0
	0,94307
	0,9649

	hsa-miR-628-3p
	UCUAGUAAGAGUGGCAGUCGA
	21
	20
	1,0
	0,94952
	0,9659

	hsa-miR-126-5p
	CAUUAUUACUUUUGGUACGCG
	22
	23
	1,0
	0,96656
	0,9776

	hsa-miR-18b-5p
	UAAGGUGCAUCUAGUGCAGUUAG
	22
	23
	1,0
	0,98317
	0,9888

	hsa-miR-125a-5p
	UCCCUGAGACCCUUUAACCUGUGA
	20
	23
	1,0
	0,99520
	0,9952


SUPPLEMENTARY TABLE 3.  Correlation testing between candidate miRNAs and serum conjugated bilirubin in PC patient samples (screening cohort)

	NAME
	rho
	p-value
	FDR(p)

	hsa-miR-34a-5p
	0,492
	0,024
	0,360

	hsa-miR-22-5p
	0,469
	0,032
	0,240

	hsa-miR-885-5p
	0,421
	0,055
	0,275

	hsa-let-7d-3p
	0,391
	0,081
	0,304

	hsa-miR-574-3p
	0,348
	0,108
	0,324

	hsa-miR-122-5p
	0,295
	0,158
	0,395

	hsa-miR-423-3p
	0,292
	0,161
	0,345

	hsa-miR-197-3p
	0,281
	0,173
	0,324

	hsa-miR-24-3p
	0,245
	0,213
	0,355

	hsa-miR-106b-5p
	-0,241
	0,218
	0,327

	hsa-miR-26a-5p
	-0,203
	0,26
	0,355

	hsa-miR-144-3p
	-0,193
	0,27
	0,338

	hsa-miR-451a
	-0,139
	0,325
	0,375

	hsa-miR-101-3p
	0,125
	0,339
	0,363

	hsa-miR-130b-3p
	-0,108
	0,351
	0,351


Rho = spearmans rho, FDR (p) = Benjamini-Hochberg correction for false discovery rate set at 5%.

SUPPLEMENTARY TABLE 4. Ca 19-9 levels in the prediagnostic plasma samples

	 
	Cases/Controls
(n)
	Cases
Mean (95% CI)
	Controls
Mean (95% CI)
	t-test 
(p)

	Including all sample time points
	67/132
	9.5 (4.4 - 14.7)
	5.6 (4.7 - 6.5)
	0.046

	> 10 years to diagnosis
	26/48
	4.82 (3.1 - 6.5)
	5.4 (4.0  - 6.8)
	0.6245

	5-10 years to diagnosis
	25/50
	6.7 (3.4 - 9.9)
	5.7 (3.9 - 7.5)
	0.5516

	< 5 years to diagnosis
	16/31
	21.6 (0.03 - 43.1)
	6.3 (4.2 - 8.5)
	0.044

	At diagnosis*
	23/22
	441.9 (141 – 742.8
	12.2 (7.8 – 16.6)
	0.0059


SUPPLEMENTARY TABLE 5. The significantly altered miRNAs in plasma samples from PC patients at diagnosis in relation to previous findings in blood, tissue and in vitro experiments

	
	Present study
	Previous findings

	miRNA
	((
	FC
	p
	FDR (p)
	Blood levels
	Tissue expression
	In vitro expression
	Functional role in PC

	miR-574-3p
	(
	1,5
	0,00008
	0,0149
	( 
 ADDIN EN.CITE 

[9]

	
	
	

	miR-885-5p
	(
	3,9
	0,00013
	0,0115
	( 
 ADDIN EN.CITE 

[8, 33]

	
	
	

	miR-144-3p
	(
	0,4
	0,00014
	0,0080
	( 
 ADDIN EN.CITE 

[8]

	
	
	Inhibits tumorigenesis by targeting Notch-1 
 ADDIN EN.CITE 

[42]



	miR-130b-3p
	(
	1,5
	0,00019
	0,0083
	( 
 ADDIN EN.CITE 

[33]

	( (PanINs) 
 ADDIN EN.CITE 

[14]
  ( 
 ADDIN EN.CITE 

[11, 49]

	( 
 ADDIN EN.CITE 

[49]

	Inhibits cancer cell proliferation and migration by targeting STAT3 
 ADDIN EN.CITE 

[49]


	miR-34a-5p
	(
	2,2
	0,00021
	0,0073
	( 
 ADDIN EN.CITE 

[8, 9, 33]

	( 
 ADDIN EN.CITE 

[13]

	( 
 ADDIN EN.CITE 

[50]

	Promotes apoptosis downstream of p53 
 ADDIN EN.CITE 

[50]



	miR-24-3p
	(
	1,2
	0,00048
	0,0121
	(
 ADDIN EN.CITE 

[9, 38]
 

( 
 ADDIN EN.CITE 

[8]

	( 
 ADDIN EN.CITE 

[12, 38, 43]

	
	Promotes tumor growth by suppressing Bim [38]

	miR-106b-5p
	(
	0,8
	0,00060
	0,0134
	( 
 ADDIN EN.CITE 

[33]
 

( 
 ADDIN EN.CITE 

[51]

	
	
	Suppresses metastasis via ITCH inhibition [41]

	miR-22-5p
	(
	1,4
	0,00067
	0,0131
	( [34]
	
	
	

	miR-451a
	(
	0,5
	0,00125
	0,0221
	( 
 ADDIN EN.CITE 

[9]

	( [45]
	
	

	let-7d-3p
	(
	1,3
	0,00201
	0,0323
	( [32]
	( 
 ADDIN EN.CITE 

[43]

	
	

	miR-101-3p
	(
	0,7
	0,00244
	0,0360
	-
	( 
 ADDIN EN.CITE 

[37]

	
	Promotes apoptosis, inhibits cell growth and induce E-cadherin expression 
 ADDIN EN.CITE 

[37]


	miR-26a-5p
	(
	0,6
	0,00257
	0,0350
	( 
 ADDIN EN.CITE 

[33]

	( 
 ADDIN EN.CITE 

[40]

	
	Overexpression inhibits cell proliferation and decrease tumor growth 
 ADDIN EN.CITE 

[39, 40]


	miR-197-3p
	(
	1,4
	0,00293
	0,0370
	-
	-
	
	Induces EMT 
 ADDIN EN.CITE 

[36]



	miR-423-3p
	(
	1,3
	0,00388
	0,0458
	( 
 ADDIN EN.CITE 

[30]

	( (PanINs) 
 ADDIN EN.CITE 

[14]

	
	

	miR-122-5p
	(
	2,5
	0,00412
	0,0455
	( 
 ADDIN EN.CITE 

[8, 33]

	( 
 ADDIN EN.CITE 

[44]

	
	


FC = Fold change, p = students t-test, FDR (p) = Benjamini-Hochberg corrected p-value

SUPPLEMENTARY FIGURE 1. Principle component analysis of all 233 detectable plasma miRNAs in the screening cohort.
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SUPPLEMENTARY FIGURE 2. Heat-map of the 15 plasma-miRNAs that differed in abundance between patients and controls in the screening cohort. The heat-map is sorted according to patient/control class and miRNA fold change. Each individual miRNA level is normalized against the mean Ct value of that miRNA across all samples and against its pooled standard deviation. Red indicates Ct values above mean and green below mean. Grey indicates undetectable miRNAs. 
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SUPPLEMENTARY FIGURE 3. Receiver operating characteristics (ROC) curves plotting the sensitivity and false positive rate (1 – specificity) the 15 significant miRNAs in PC patients versus controls. 
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SUPPLEMENTARY FIGURE 4. Independent multivariate model (OPLS-DA) comparing the combined expression of 15 miRNAs in prediagnostic samples stratified for A) gender and B) TNM stage. 
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