Figure S1. GO analysis of DE genes.
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A. Bar plot to show DE RNAs enriched biological processes. Neutrophil activation
and neutrophil mediated immunity were significantly enriched. B. Relationship of
enriched-biological processes. C. Genes involved in enriched biological processes. D.
Bar plot showing DE RNAs enriched molecular function. Actin binding and cell
adhesion molecule binding were significantly enriched. E. Relationship of enriched-
molecular functions. F. Genes involved in enriched molecular functions. G. Bar plot
to show DE RNAs enriched cellular components. H. Relationship of enriched-

cellular components. I. Genes involved in enriched cellular components.



Figure S2. Model establishment and verification.
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A. Relationship between lambda and AUC in Lasso regression. B. The ROC of models
constructed by 3 RNA-pair with different algorithms in external RT-qPCR verification
(PDAC vs. NC + CP). C. The ROC of models constructed by 4 RNA-pair with different
algorithms in external RT-qPCR verification (PDAC vs. NC + CP).



Table S1. Primer sequence used in RT-qPCR assay

Primer name Primer sequence Base number
CD44-F CATGGACAAGTTTTGGTGGCA 21
CD44-R CGTGGAATACACCTGCAAAGC 21
CD44-P ACTCTGCCTCGTGCCGCTGA 20

FBXO7-F ATCTGCGTGATTTTCGAGACA 21
FBXO7-R CATCACAAACCGCCCTTTC 19
FBXO7-P  ACTGTCAGAGTTCAAGACACAGATTGGA 28

MORF4L1-F AGTATGCAGAGGGGAAGATGAG 22

MORF4L1-R TGGTACTGCCACCATCTCC 19

MORF4L1-P TGCCCCAGGAAAGAAGACATCTGGTCT 27

SETD3-F AACACAGCTCGACAGTACGC 20
SETD3-R GCCCACCTGTAGTCCTCGTA 20
SETD3-P TCATCCAGACCCATCCTCATGCCA 24
TALDO1-F CGTCAGAGGATGGAGTCCG 19
TALDO1-R TCCTGGGGCTTGTACTCGT 19
TALDO1-P AGCTCAAGCAGTTCACCACCGT 22
TUBA1B-F CTCCTAATCCCTAGCCACTATGC 23
TUBA1B-R TGCCAATCTGGACACCAGC 19
TUBA1B-P TGAGTGCATCTCCATCCACGTTGGC 25
DDX17-F ACCACCAGCCATACTTGGA 19
DDX17-R GGGCAAGCTCTCTGGTAGG 19
DDX17-P ACTAGACAGATTGGGCCATCTCCCCT 26
AHNAK-F CAGGAGGTGACGCAGAACTC 20
AHNAK-R ATGGTGGCACCCACAATCTG 20
AHNAK-P TGGGGTGGTCAAGGAGGGGGA 21

* F means forward primer. R means reverse primer. P means probe.



Table S2. DE genes coefficient

PValu adjP.V
logFC AveExpr t B
e al
4875750 70.89570 10.79890 5.38E- 1.39E- 41.08633
TCF7
7 57 53 23 18 51
65.30763 163.3880 10.18639 5.73E- 7.38E- 36.60625
BTG1
16 13 77 21 17 4
93.32189 225.8595 10.04459 1.66E- 1.43E- 35.58532
CD44
41 49 43 20 16 8
546.6959 1067.560 9.756218 1.41E- 9.11E- 33.52960
AHNAK
86 53 1 19 16 92
87.79198 267.0766 9.687938 2.34E- 1.21E- 33.04704
STK17B
68 35 46 19 15 35
184.8949 332.2199 9.074981 197E- 8.48E- 28.79176
FBXO7
28 56 02 17 14 77
82.70470 8.981738 3.82E- 1.41E- 28.15724
TNRC6B 35.64705
41 29 17 13 14
18.08545 27.27257 8.693033 2.90E- 9.33E- 26.21545
BACH?2
92 01 29 16 13 78
36.89148 56.74793 8.661175 3.61E- 1.03E- 26.00336
PAX5
44 5 08 16 12 16
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07

11.49858

78

11.39612

24

11.37933

28

11.29146

48

11.28655

15

11.26510

12

11.26344

31

11.23321




CAPZB

EHBP1

POLR2A

RBL2

RHOA

ATF4

SMS

ANP32B

80.27380

4

36.44157

4

36.52964

09

32.16214

82

218.4671

149.5346

36.59371

295.6215

277.4538

91.07619

7

146.2989

12

158.0297

72

715.3333

43

292.0897

87

95.64918

96

787.6661

54

6.201053

6.200467

6.196576

55

6.194615

44

6.191130

6.181343

6.181284

6.180154

1.98E-

09

1.98E-

09

2.03E-

09

2.05E-

09

2.09E-

09

2.21E-

09

2.21E-

09

2.22E-

09

4.26E-

07

4.26E-

07

4.32E-

07

4.33E-

07

4.38E-

07

4.55E-

07

4.55E-

07

4.55E-

07

11.17206

86

11.16894

11.14825

54

11.13782

91

11.11930

59

11.06733

53

11.06702

32

11.06102

69




SMYD3

SMCRS

COBLL1

DAP

CYFIP2

FNBP1

RCAN3

KIAA1147

TUBB4B

18.74121

15.98934

66

16.43053

43

168.6784

4

62.08682

15

42.56460

7

24.93458

53

15.42833

69

73.80508

27.02395

99

51.60769

41

39.27770

97

257.3255

26

265.3862

88

197.3688

58

74.00905

53

43.41588

147.4053

6.178261

6.174782

78

6.167732

51

6.164763

4

6.163354

47

6.159150

63

6.153551

83

6.151753

89

6.149836

2.25E-

09

2.29E-

09

2.38E-

09

2.42E-

09

2.44E-

09

2.50E-

09

2.58E-

09

2.60E-

09

2.63E-

09

4.56E-

07

4.61E-

07

4.76E-

07

4.80E-

07

4.80E-

07

4.88E-

07

4.99E-

07

4.99E-

07

4.99E-

07

11.05098

13

11.03252

89

10.99515

74

10.97942

88

10.97196

69

10.94971

09

10.92008

75

10.91057

89

10.90044




TIMP1

MDM4

TMEMb56-

RWDD3

FTH1

ICAL

NUFIP2

ZCCHC17

OSBPL10

EIF3F

239.6804

16.97340

02

10.33934

65

7745.913

25.02857

23.69250

29

121.0764

9.458814

52

37.78738

273.5484

89

41.77688

32

14.55410

71

11540.54

52

40.75871

88.64593

11

168.5258

73

18.82424

93

148.0853

95

6.149773

6.147500

79

6.143357

78

6.139893

6.135953

6.131946

38

6.109443

6.106228

42

6.104262

2.63E-

09

2.67E-

09

2.73E-

09

2.78E-

09

2.84E-

09

291E-

09

3.29E-

09

3.35E-

09

3.39E-

09

4.99E-

07

5.02E-

07

5.10E-

07

5.16E-

07

5.23E-

07

5.31E-

07

5.98E-

07

6.04E-

07

6.07E-

07

10.90010

69

10.88809

42

10.86620

29

10.84790

47

10.82710

94

10.80596

4

10.68742

31

10.67051

49

10.66017

67




SZT2

FOXK1

HSPB1

JADE?2

EIF3L

WIPI1

CCNB1

ARPC1B

BCAP31

9.653315

4

11.58100

72

43.33589

21.20278

01

60.38538

86

23.68295

13.44033

261.1877

78.35701

16.29959

29.56768

21

101.8071

89

69.41045

62

263.2253

57

45.27843

81

24.66233

71

520.9615

74

100.5766

69

6.102995

6.095923

68

6.094694

4

6.089930

72

6.087344

32

6.087337

6.085829

4

6.084319

6.080799

3.41E-

09

3.55E-

09

3.57E-

09

3.67E-

09

3.72E-

09

3.72E-

09

3.75E-

09

3.78E-

09

3.86E-

09

6.07E-

07

6.26E-

07

6.26E-

07

6.39E-

07

6.39E-

07

6.39E-

07

6.41E-

07

6.42E-

07

6.50E-

07

10.65351

92

10.61636

43

10.60990

92

10.58490

38

10.57133

36

10.57129

51

10.56338

71

10.55546

74

10.53701

56




RAB32

LUCT7L2

SRGN

RHOC

TUBA1B

RDX

CETN2

49.98746

75.71499

230.6365

24.55803

4

183.0082

42.62863

33.99522

72.99316

96

132.9783

63

303.0291

75

87.14869

4

592.1178

4

132.7428

22

45.86858

83

6.077242

6.070487

6.063251

6.049834

6.048599

6.031209

6.027411

3.93E-

09

4.08E-

09

4.25E-

09

4.57E-

09

4.61E-

09

5.07E-

09

5.17E-

09

6.58E-

07

6.79E-

07

7.02E-

07

7.51E-

07

7.51E-

07

8.22E-

07

8.34E-

07

10.51837

09

10.48299

97

10.44513

59

10.37502

04

10.36857

33

10.27789

13

10.25811

52




CITA

RNF44

OPAl

LCNZ2

UBC

INPP4A

PTBP3

SMIM14

CNOT1

SIPA1L3

19.09076

57

18.89456

64

40.28893

68

66.65176

150.8749

20.14154

75

43.07414

05

19.51749

48

46.57983

11

16.86095

44

39.14895

07

51.60644

64

111.8731

95

71.53338

66

772.2769

51

62.35132

29

177.6835

68

57.03497

49

2142411

03

48.50050

63

6.018016

52

6.014198

14

6.013768

45

6.012277

4

6.011165

6.003863

88

5.991687

36

5.986888

76

5.986064

63

5.984392

08

5.45E-

09

5.56E-

09

5.58E-

09

5.62E-

09

5.66E-

09

5.89E-

09

6.29E-

09

6.46E-

09

6.49E-

09

6.55E-

09

8.72E-

07

8.82E-

07

8.82E-

07

8.83E-

07

8.83E-

07

9.14E-

07

9.71E-

07

9.89E-

07

9.89E-

07

9.91E-

07

10.20922

88

10.18937

74

10.18714

4

10.17939

10.17361

99

10.13569

89

10.07254

23

10.04768

02

10.04341

18

10.03475

07




PLEKHA2

HIVEP2

MITF

CXCR5

YWHAH

UBE2N

EP400

TMEM131L

CFL1

29.19890

79

22.50794

91

19.65495

7.607984

47

385.3680

4

11.94100

75

18.65531

71

11.75486

38

203.4482

119.7031

73

84.47583

18

25.31524

34

11.82921

35

541.1320

18

37.99630

89

53.55868

09

30.03585

87

696.9775

84

5.983667

63

5.976351

55

5.969678

5.966528

16

5.959609

5.947780

26

5.945698

73

5.940417

03

5.934149

6.57E-

09

6.84E-

09

7.09E-

09

7.21E-

09

7.49E-

09

7.99E-

09

8.08E-

09

8.31E-

09

8.60E-

09

9.91E-

07

1.02E-

06

1.06E-

06

1.07E-

06

1.10E-

06

1.17E-

06

1.18E-

06

1.20E-

06

1.24E-

06

10.03099

98

9.993139

54

9.958639

07

9.942360

23

9.906636

13

9.845626

9.834901

9.807698

98

9.775441

81




HIST1IH2BD

CD99

C9orf3

MYL12B

PRELID2

PDPK1

YIPF4

TMEMS56

71.44051

273.4153

4

12.89552

159.4971

16.65945

12.15649

8.504232

21

16.95972

83

115.7604

09

357.6325

06

24.01761

17

390.9038

57

23.55224

N

38.27556

56

16.26495

25.88734

37

5.932483

5.932121

5.927671

5.924739

5.916855

5.914679

84

5.914384

15

5.909079

53

8.68E-

09

8.70E-

09

8.91E-

09

9.05E-

09

9.45E-

09

9.56E-

09

9.57E-

09

9.85E-

09

1.24E-

06

1.24E-

06

1.26E-

06

1.27E-

06

1.32E-

06

1.33E-

06

1.33E-

06

1.36E-

06

9.766875

76

9.765014

55

9.742135

9.727062

84

9.686575

9.675412

75

9.673895

53

9.646686

69




MYL12A

CDC37

INO80D

AKAP11

DGKA

9-Sep

TCEAL3

ADAM28

GADD45A

1428.212

73.59235

17.01526

96

19.60325

23

10.88003

13

81.31797

53

10.62375

4

5.348955

73

27.01219

2215.987

89

203.4164

68

58.28320

19

67.61234

28.33425

14

400.7686

48

20.94630

62

8.072784

09

47.20571

99

5.906791

4

5.904996

5.901526

87

5.898082

15

5.897643

68

5.895462

86

5.891197

5.885940

5.870935

9.97E-

09

1.01E-

08

1.03E-

08

1.05E-

08

1.05E-

08

1.06E-

08

1.08E-

08

1.12E-

08

1.21E-

08

1.37E-

06

1.37E-

06

1.39E-

06

1.41E-

06

1.41E-

06

1.42E-

06

1.44E-

06

1.48E-

06

1.59E-

06

9.634956

14

9.625753

97

9.607979

63

9.590338

29

9.588093

37

9.576929

61

9.555104

62

9.528219

41

9.451593

96




GOLIM4

TAX1BP3

DIP2B

ARHGEF18

PRR12

CREBBP

SERF2

SERF2-

C150RF63

23.79068

29.45268

16.98569

95

9.941564

25

9.351453

36.38707

663.8705

663.8705

50.44112

43

4457615

47

53.87415

49

31.42829

84

23.50494

69

158.9954

915.3361

44

915.3361

44

5.870030

5.866379

5.865718

08

5.861068

38

5.855859

57

5.839523

35

5.838381

5.838381

1.22E-

08

1.24E-

08

1.24E-

08

1.28E-

08

1.31E-

08

1.43E-

08

1.44E-

08

1.44E-

08

1.59E-

06

1.61E-

06

1.61E-

06

1.64E-

06

1.68E-

06

1.82E-

06

1.82E-

06

1.82E-

06

9.446976

04

9.428357

99

9.424983

85

9.401285

68

9.374755

25

9.291667

78

9.285867

52

9.285867

52




ACTB

SF3B3

UBE2G2

STK39

TPM3

TFEC

SERTAD2

UBE2Q2

7647.221

20.72417

22

14.88827

42

70.96537

268.8988

4

12.48389

93

12.95608

42

109.4206

16988.41

91

76.55500

55.93414

24

147.1534

18

1027.539

46

30.23188

26

47.86656

198.7472

89

5.829705

5.826848

72

5.826150

24

5.824069

5.818326

5.812289

18

5.804710

67

5.801729

1.51E-

08

1.53E-

08

1.54E-

08

1.56E-

08

1.60E-

08

1.66E-

08

1.73E-

08

1.75E-

08

1.90E-

06

1.92E-

06

1.92E-

06

1.93E-

06

1.98E-

06

2.03E-

06

2.11E-

06

2.13E-

06

9.241820

54

9.227328

05

9.223785

56

9.213232

61

9.184127

08

9.153554

65

9.115211

27

9.100137

38




GPX4

BINZ

PHF12

SERPINB1

IKZF1

SF3B1

FOXN3

KMT2A

TIMMDC1

193.4399

294.4628

4

12.30523

17

85.37015

60.38281

75

41.98792

67

28.07779

28.38662

51

22.12665

363.6010

56

644.9756

74

48.03128

63

198.5907

08

282.5831

222.71229

82

136.0358

4

124.3125

69

65.24652

92

5.798005

4

5.797024

5.790516

58

5.782173

5.779907

88

5777784

26

5.773369

25

5.773034

85

5.766501

1.79E-

08

1.80E-

08

1.86E-

08

1.95E-

08

1.97E-

08

1.99E-

08

2.04E-

08

2.04E-

08

2.11E-

08

2.16E-

06

2.16E-

06

2.23E-

06

2.32E-

06

2.34E-

06

2.35E-

06

2.39E-

06

2.39E-

06

247E-

06

9.081318

82

9.076364

29

9.043501

64

9.001414

01

8.989995

33

8.979293

86

8.957055

22

8.955371

39

8.922488

76




YWHAE

POUZ2AF1

MAOB

VAMP7

RAPGEF6

FKBP1B

STK3

LSMEM1

293.7490

11.84975

22

6.568000

69.92782

8.243516

61

14.25935

18.58615

10.66614

518.1688

64

26.20465

37

8.316905

87

124.6542

72

25.49028

33

17.24710

69

36.18948

39

11.24549

55

5.765552

5.741106

56

5.741029

5.735543

4

5.734950

69

5.732684

5.731568

5.730170

2.12E-

08

2.42E-

08

2.42E-

08

2.49E-

08

2.50E-

08

2.53E-

08

2.54E-

08

2.56E-

08

2.47E-

06

2.78E-

06

2.78E-

06

2.85E-

06

2.85E-

06

2.87E-

06

2.88E-

06

2.88E-

06

8917713

51

8.794951

42

8.794566

8.767071

65

8.764102

35

8.752749

62

8.747164

07

8.740166

15




HIST1H2B)J

UIMC1

DEK

ATP6V1E1

GVINP1

PTPRC

CD27-AS1

CTNNA1

74.50867

166.9769

77.85507

43.52202

22.91927

76

80.75856

58

9.656857

31.64382

101.8565

63

247.0874

98

296.4314

94

93.19295

81

80.63542

16

163.3592

08

11.46608

67

133.0829

37

5.728080

5.719315

5.710610

4

5.704517

5.703737

5.691883

31

5.690749

5.688783

2.59E-

08

2.71E-

08

2.84E-

08

2.93E-

08

2.95E-

08

3.14E-

08

3.15E-

08

3.19E-

08

2.90E-

06

3.03E-

06

3.16E-

06

3.24E-

06

3.24E-

06

3.44E-

06

3.44E-

06

3.47E-

06

8.729704

89

8.685865

36

8.642379

99

8.611972

74

8.608082

53

8.549006

24

8.543359

46

8.533571

47




ACTG1

KDM2A

DBP

SMAD3

ARL13B

YLPM1

MBNL3

RSRC1

SKA2

628.0479

21.54523

02

6.073982

01

11.72362

98

15.31598

4

22.25856

96

144.8260

45.70960

17.10137

2867.427

92

105.4147

91

10.66788

53

35.58019

36

32.45979

106.6670

63

400.1001

106.9324

86

57.56674

82

5.686688

5.682035

51

5.679688

32

5.678767

71

5.674370

5.674083

89

5.671316

61

5.670270

5.665168

3.22E-

08

3.30E-

08

3.34E-

08

3.36E-

08

3.44E-

08

3.44E-

08

3.49E-

08

3.51E-

08

3.61E-

08

3.49E-

06

3.56E-

06

3.59E-

06

3.59E-

06

3.65E-

06

3.65E-

06

3.69E-

06

3.69E-

06

3.78E-

06

8.523146

48

8.500001

87

8.488331

78

8.483755

58

8.461906

74

8.460482

15

8.446738

96

8.441544

98

8.416225

27




EIF1

DPY30

NLRP1

LOC728392

PDCD4

EBLN3P

C12orf75

H1FO

193.7068

19.55980

23.52995

99

23.52995

99

44.63569

4

11.71263

48

162.5922

44.75562

489.2629

43.53431

29

45.03307

45.03307

213.6384

45

33.64912

01

234.5108

21

86.47136

52

5.661994

5.656900

5.655063

75

5.655063

75

5.654291

97

5.651221

05

5.639852

5.639844

3.67E-
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150.2057

75

-4.81644

4.814784

15

4.814444

48

4.813664

4.812605

4.809580

4.809178

4.807293

2.38E-

06

2.40E-

06

241E-

06

241E-

06
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06

2.46E-

06

2.46E-

06

2.49E-

06

9.38E-

05

9.44E-

05

9.44E-

05

9.46E-

05

9.49E-

05

9.61E-

05

9.61E-

05

9.68E-

05

4.463428

21

4.456236

79

4454761

87

4451373

7

4446779

67

4.433649

29

4.431908

19

4.423730
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SBDS

DNAJC4

TTC14

RHOBTB1

29.47701

15.95213

6.709027

56

81.99667

75.53585
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37.04409

82

6.952095

18

118.0476

99

4.805469

4.805308

4

4.803274

76

4.801441

2.51E-

06

2.51E-

06

2.53E-

06

2.55E-

06

9.74E-

05

9.74E-

05

9.82E-
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9.89E-

05

4.415820

07

4415122
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4.406307

99

4.398363
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