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[Abstract] Objective Applying the proteomics technology to identify proteins differentially
in serums of idiopathic pulmonary fibrosis patients and normal population. Methods The study
included serum samples from idiopathic pulmonary fibrosis group and normal controlled group with
30 cases of each, from the Second Hospital of Shandong University, between October 2014 and
October 2015. Proteins differentially expressed in serums were quantified by the isobaric tags for
relative and absolute quantization coupled with two-dimensional liquid chromatography/tandem mass
spectrometry technology. The proteins were analyzed in terms of molecular function, cell location and
biological processes for showing the key protein molecules which were related to the development of
idiopathic pulmonary fibrosis. Results A total of 490 kinds of proteins (with confidence coefficient
above 95%) were identified by mass spectrometry and 25 kinds of differentially expressed proteins
were found. Compared with the control group, we found 4 types of up-regulated proteins and 21 down-
regulated ones in the serum of idiopathic pulmonary fibrosis patients. Data from the Gene ontology
analysis showed that most differentially expressed proteins were in the extracellular region (92%)
while pathway enrichment analysis showed that most proteins were involved in the complement and
coagulation cascade pathway. Conclusion Proteins related to the complement system coagulation
cascade pathway, and the proteins function need to be further studied.
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sp|P02741|CRP_HUMAN* C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=1 0.428 227 15.991 630
sp|PODJI9|SAA2 HUMAN® Serum amyloid A-2 protein OS=Homo sapiens GN=SAA2 PE=1 SV=1 0.482 296 6.897 656
sp|P02671/FIBA_ HUMAN* Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=2 0.367 555 6.386 091
sp|P02750/A2GL_HUMAN"* Leucine-rich alpha-2-glycoprotein OS=Homo sapiens GN=LRGI PE=1 0.268 261 2.667 538
SV=2
splQOUGMS|FETUB._ HUMAN  Fetuin-B OS=Homo sapiens GN=FETUB PE=1 SV=2 0.177 014 0.505 001
sp|Q6UXBS|PI16 HUMAN Peptidase inhibitor 16 OS=Homo sapiens GN=PI16 PE=1 SV=1 0.263 589 0.497 978
sp|Q8TD30/ALAT2 HUMAN Alanine aminotransferase 2 OS=Homo sapiens GN=GPT2 PE=1 SV=1 0.185369 0.494 008
sp|P04004|VTNC_HUMAN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 0.305 866 0.492 436
sp|Q96PDS|PGRP2_HUMAN N-acetylmuramoyl-L—-alanine amidase OS=Homo sapiens GN=PGLYRP2 0.126 417 0.483 297
PE=1SV=1
sp|P06396|GELS_ HUMAN Gelsolin OS=Homo sapiens GN=GSN PE=1 SV=1 0.132 265 0.479 367
sp/P05452TETN_ HUMAN Tetranectin OS=Homo sapiens GN=CLEC3B PE=1 SV=3 0.083 588 0.468 172
sp|P11597|CETP_HUMAN Cholesteryl ester transfer protein OS=Homo sapiens GN=CETP PE=1 SV=2 0.211 424 0.447 584
sp/P27169PON1_HUMAN Serum paraoxonase/arylesterase 1 OS=Homo sapiens GN=PONI PE=1 SV=3 0.100 676 0.429 006
sp/P02749|APOH_HUMAN Beta-2-glycoprotein 1 OS=Homo sapiens GN=APOH PE=1 SV=3 0.281 506 0.424 417
sp|P03952[KLKB1 HUMAN Plasma kallikrein OS=Homo sapiens GN=KLKB1 PE=1 SV=1 0.136 552 0.396 430
sp|P00747)PLMN_HUMAN Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2 0.453 395 0.391 498
sp|P29622|[KAIN_ HUMAN Kallistatin OS=Homo sapiens GN=SERPINA4 PE=1 SV=3 0.202 106 0.384 712
sp/P06276|CHLE HUMAN Cholinesterase OS=Homo sapiens GN=BCHE PE=1 SV=1 0.207 718 0.381 729
sp|P22891|PROZ_HUMAN Vitamin K-dependent protein Z OS=Homo sapiens GN=PROZ PE=1 SV=2 0.378 681 0.377 571
sp/P19827[ITIHI_ HUMAN Inter-alpha-trypsin inhibitor heavy chain HI OS=Homo sapiens GN=ITIH1 0.353 235 0.325 527
PE=1SV=3
sp/P00739HPTR_ HUMAN Haptoglobin-related protein OS=Homo sapiens GN=HPR PE=2 SV=2 0.325 946 0.323 948
sp/P02760|/AMBP_HUMAN Protein AMBP OS=Homo sapiens GN=AMBP PE=1 SV=1 0.317 541 0.303 938
sp|P01042|[KNG1_HUMAN Kininogen—1 OS=Homo sapiens GN=KNGI1 PE=1 SV=2 0.347 829 0.299 932
sp|P02765[FETUA_HUMAN Alpha-2-HS-glycoprotein OS=Homo sapiens GN=AHSG PE=1 SV=1 0.258 359 0.131 207
trfVOGYM3|VOGYM3_HUMAN Apolipoprotein A— I OS=Homo sapiens GN=APOA2 PE=1 SV=1 0.394 861 0.094 239
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