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蛋白组学

一、方法学

1. Open Swath enables automated, targetrd analysis of data-independent 

acquisition MS data. Nat Biotechnol 2014, DOI:10.1038/nbt.2841, 影响因

子：41.667

2.  a multicenter study benchmarks software tools for label-free proteome 

quantification. Nat Biotechnol 2016, doi:10.1038/nbt.3685, 影响因

子：41.667

3.  TRIC: an automated alignment strategy for reproducible protein quantifica-

tion in targeted proteomics. Nat Med 2016, doi: 10.1038/nmeth.3954 , 影

响因子：32.621

4.  DIA-Umpire: comprehensive computational framework for data independ-

ent acquisition proteomics. Nat Med 2015, doi:10.1038/nmeth.3255, 影响

因子：32.621

5.  Specter: linear deconvolution for targeted analysis of data-independent 

acquisition mass spectrometry proteomics. Nature method 2018, doi.

org/10.1038/nmeth.4643 , 影响因子：29.886

6.  Building ProteomeTools based on a complete synthetic human proteome. 

Nature method 2017, doi:10.1038/nmeth.4153 , 影响因子：29.886.

7.  Building high-quality assay libraries for targeted analysis of SWATH 

MS data. Nature protocol 2015, doi:10.1038/nprot.2015.015 , 影响因

子：12.423

8.  Multi-laboratory assessment of reproducibility, qualitative and quantita-

tive performance of SWATH-mass spectrometry. Nat Commun 2017, doi: 

10.1038/s41467-017-00249-5, 影响因子：12.124

9.  Complex-centric proteome profiling by SEC-SWATH-MS. Mol Syst Biol 
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2019, DOI 10.15252/msb.20188438, 影响因子：10.581

10.  Expansion of the Ion Library for Mining SWATH-MS Data through Frac-

tionation Proteomics. Anal Chem 2014, doi:10.1021/ac501828a, 影响因

子：6.32

11.  A reference peptide database for proteome quantification based on ex-

perimental mass spectrum response curves. Bioinformatics 2018, DOI: 

10.1093/bioinformatics/bty201, 影响因子：5.481

12. Targeted data extraction of the MS/MS spectra generated by data inde-

pendent acquisition:a new concept for consistent and accurate proteome 

analysis. Mol Cell Proteomics 2012, O111.016717, 影响因子：5.232

13.  MS1 Peptide Ion Intensity Chromatograms in MS2 (SWATH) Data Independ-

ent Acquisitions. Improving Post Acquisition Analysis of Proteomic Experi-

ments. Mol Cell Proteomics 2015, O115.048181, 影响因子：5.232

14.  Online Peptide Fractionation Using a Multiphasic Microfluidic Liquid Chro-

matography Chip Improves Reproducibility and Detection Limits for Quan-

titation in Discovery and Targeted Proteomics. Mol Cell Proteomics 2015, 

doi: 10.1074/mcp.M114.046425, 影响因子：5.232

15.  SWATH mass spectrometry performance using extended peptide MS/MS 

assay libraries. Mol Cell Proteomics 2016, doi: 10.1074/mcp.M115.055558, 
影响因子：5.232

16.  Conserved peptide fragmentation as a benchmarking tool for mass spec-

trometers and a discriminating   feature for targeted proteomics. Mol Cell 

Proteomics 2014, doi: 10.1074/mcp.O113.036475, 影响因子：5.232

17.  Numerical compression schemes for proteomics  mass spectrometry data. 

Mol Cell Proteomics 2014, doi: 10.1074/mcp.O114.037879, 影响因

子：5.232

18.  mzDB: a file format using multiple indexing strategies for the efficient 

analysis of large LC-MS/MS and SWATH-MS datasets. Mol Cell Proteomics 
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2015, doi: 10.1074/mcp.O114.039115, 影响因子：5.232

19.  Automated Validation of Results and Removal of Fragment Ion Interferenc-

es in Targeted Analysis of Data Independent Acquisition MS using SWATH-

Prophet. Mol Cell Proteomics 2015, doi: 10.1074/mcp.O114.044917, 影响

因子：5.232

20.  MS1 Peptide Ion Intensity Chromatograms in MS2 (SWATH) Data Independ-

ent Acquisitions. Improving Post Acquisition Analysis of Proteomic Experi-

ments. Mol Cell Proteomics 2015, doi: 10.1074/mcp.O115.048181, 影响因

子：5.232

21.  Targeted Data Extraction of the MS/MS Spectra Generated by Data-in-

dependent Acquisition: A New Concept for Consistent and Accurate 

Proteome Analysis. Mol Cell Proteomics 2012, DOI: 10.1074/mcp.

O111.016717, 影响因子：5.232

22.  Identification of a Set of Conserved Eukaryotic Internal Retention Time 

Standards for Data-Independent Acquisition Mass Spectrometry. Mol Cell 

Proteomics 2015, mcp.O114.042267, 影响因子：5.232

23.  Effective leveraging of targeted search spaces for improving peptide iden-

tification in MS/MS based proteomics. J Proteome Res 2015, doi:10.1021/

acs.jproteome.5b00504, 影响因子：3.95

24.  Pseudo isobaric peptide termini labelling for relative proteome quantifica-

tion by SWATH MS acquisition. Analyst 2016, DOI: 10.1039/c6an00388e, 
影响因子：3.864

25.  SWATH enables precise label-free quantification on proteome-scale. Pro-

teomics 2015, doi:10.1002/pmic.201400270, 影响因子：3.532

26.  Automated measurement of site-specific N-glycosylation occupancy with 

SWATH-MS. Proteomics 2015, doi:10.1002/pmic.201400465, 影响因

子：3.532

27.  Minimal sample requirement for highly multiplexed protein quantifica-
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tion in cell lines and tissues by PCT-SWATH mass spectrometry. Proteomics 

2015, doi:10.1002/pmic.201500161, 影响因子：3.532

28.  Effect of Peptide Assay Library Size and Composition in Targeted Data Inde-

pendent Acquisition-Mass Spectrometry Analyses. Proteomics 2016, doi： 

10.1002/pmic.201600007, 影响因子：3.532

29.  Processing strategies and software solutions for data-independ-

ent acquisition in mass spectrometry. Proteomics 2015, DOI:10.1002/

pmic.201400323, 影响因子：3.532

30.  A first dataset toward a standardized community-driven global mapping 

of the human immunopeptidome. Data in Brief 2016, doi:10.1016/j.

dib.2016.02.016, 影响因子：0.341

31.  Methods for SWATH®: Data Independent Acquisition on TripleTOF Mass 

Spectrometers. Methods Mol Biol 2016, DOI 10.1007/978-1-4939-3524-

6_16

32.  The beauty of being (label)-free: sample preparation methods for SWATH-

MS and next-generation targeted proteomicsF1000 Research 2013, doi: 

10.12688/f1000research.2-272

33.  Automated SWATH Data Analysis Using Targeted Extraction of Ion Chroma-

tograms. Methods Mol Biol 2017, doi: 10.1007/978-1-4939-6747-6_20

二、翻译后修饰蛋白组学

1.  Mass Spectral Enhanced Detection of Ubls Using SWATH Acquisition: ME-

DUSA-Simultaneous Quantification of SUMO and Ubiquitin-Derived Iso-

peptides. J Am Chem Soc 2014, DOI: 10.1007/s13361-014-0835-x, 影响因

子：13.858

2.  Similarities and Differences of Blood N-Glycoproteins in Five Solid Carcino-

mas at Localized Clinical Stage Analyzed by SWATH-MS. Cell Reports 2018, 



SWATH®技术发表文章目录 7

doi:10.1016/j.celrep.2018.04.114, 影响因子：8.282

3.  SWATH® Analysis for Characterization and Quantification of Histone 

Post-translational Modifications. Mol Cell Proteomics 2015, O114.046102, 
影响因子：5.232

4.  Sequential Window Acquisition of all Theoretical Mass Spectra (SWATH) 

Analysis for Characterization and Quantification of Histone Post-trans-

lational Modifications. Mol Cell Proteomics 2015, doi: 10.1074/mcp.

O114.046102, 影响因子：5.232

5.  Phosphoprotein secretome of tumor cells as a source of candidates for 

breast cancer biomarkers in plasma. Mol Cell Proteomics 2014, doi: 

10.1074/mcp.M113.035485, 影响因子：5.232

6.  Development of diagnostic fragment ion library for glycated peptides of 

Human serum albumin: Targeted quantification in prediabetic, diabetic and 

microalbuminuria plasma by PRM, SWATH and MSE. Mol Cell Proteomics 

2015, doi: 10.1074/mcp.M115.050518, 影响因子：5.232

7.  Glycation inhibitors extend yeast chronological lifespan by reducing ad-

vanced glycation end products and by back regulation of proteins in-

volved in mitochondrial respiration. J Proteomics 2017, doi:10.1016/j.

jprot.2017.01.015, 影响因子：3.722

8.  Automated measurement of site-specific N-glycosylation occupancy with 

SWATH-MS Proteomics 2015, doi:10.1002/pmic.201400465, 影响因

子：3.532

9.  Quantitative measurements of N-linked glycoproteins in human plasma 

by SWATH-MS. Proteomics 2013, doi: 10.1002/pmic.201200417, 影响因

子：3.532

10.  Label-free quantitative phosphoproteomics reveals regulation of vaso-

dilator-stimulated phosphoprotein upon stathmin-1 silencing in a pair 

of isogenic colorectal cancer cell lines. Proteomics 2018, doi: 10.1002/
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pmic.201700242, 影响因子：3.532

11.  Selective phosphorylation during early macrophage differentiation. Pro-

teomics 2015, DOI: 10.1002/pmic.201400511, 影响因子：3.532

12.  Quantification of Lysine Acetylation and Succinylation Stoichiometry in Pro-

teins Using Mass Spectrometric Data-Independent Acquisitions (SWATH). 

J Am Soc Mass Spect 2016, DOI:10. 1007/s13361-016-1476-z, 影响因

子：2.869

三、疾病蛋白组学

1.  Inference and quantification of peptidoforms in large sample cohorts 

by SWATH-MS. Nat Biotechnol 2017, doi: 10.1038/nbt.3908, 影响因

子：41.667

2.  Systems proteomics of liver mitochondria function. Science 2016, DOI: 

10.1126/science.aad0189, 影响因子：41.058

3.  Rapid mass spectrometric conversion of tissue biopsy samples into per-

manent quantitative digital proteome maps. Nat Med 2015, doi:10.1038/

nm.3807, 影响因子：32.621

4.  Absolute Proteome Composition and Dynamics during Dormancy and 

Resuscitation of Mycobacterium tuberculosis. Cell Host Microbe 2015, 

doi:10.1016/j.chom.2015.06.001, 影响因子：14.946

5.  Systematic proteome and proteostasis profiling in human Trisomy 21 fibro-

blast cells. Nat Commun 2017, DOI: 10.1038/s41467-017-01422-6, 影响

因子：12.124

6.  Quantitative variability of 342 plasma proteins in a human twin population. 

Mol Syst Biol 2015, DOI: 10.15252/msb.20145728, 影响因子：10.581 

7.  Similarities and Differences of Blood N-Glycoproteins in Five Solid Carcino-

mas at Localized Clinical Stage Analyzed by SWATH-MS. Cell Reports 2018, 
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doi:10.1016/j.celrep.2018.04.114, 影响因子：8.282

8.  Impact of Alternative Splicing on the Human Proteome. Cell Reports 2017, 

doi:10.1016/j.celrep.2017.07.025, 影响因子：8.282

9.  An open-source computational and data resource  to analyze digital maps 

of immunopeptidomes. eLife 2015, doi: 10.7554/eLife.07661, 影响因

子：7.616

10.  Cell Autonomous and Noncell-Autonomous Role of NF-jB p50 in Astro-

cyte-Mediated Fate Specification of Adult Neural Progenitor Cells. glia 

2016, doi:10.1002/glia.23085, 影响因子：5.846

11.  A Rapid Extraction Method for Glycogen from Formalin-fixed Liver. Car-

bohybrate Polymers 2015, doi:10.1016/j.carbpol.2014.11.005, 影响因

子：5.518

12.  A repository of assays to quantify 10,000 human proteins by SWATH-MS. 

Scientific Data 2014, DOI: 10.1038/sdata.2014.31, 影响因子：5.305

13.  Data Descriptor: A tissue-based draft map of the murine MHC class I immu-

nopeptidome. Scientific Data 2018, DOI: 10.1038/sdata.2018.157, 影响因

子：5.305

14.  Glycoproteomic Analysis of Prostate Cancer Tissues by SWATH Mass Spec-

trometry Discovers N-acylethanolamine Acid Amidase and Protein Tyros-

ine Kinase 7 as Signatures for Tumor Aggressiveness. Mol Cell Proteomics 

2014, doi:10.1074/mcp.M114.038273, 影响因子：5.232

15. Glycoproteomic analysis of prostate cancer tissues by SWATH mass spec-

trometry. Mol Cell Proteomics 2014, doi: 10.1074/mcp.M114.038273, 影

响因子：5.232

16.  Phosphoprotein secretome of tumor cells as a source of candidates for 

breast cancer biomarkers in plasma. Mol Cell Proteomics 2014, doi: 

10.1074/mcp.M113.035485, 影响因子：5.232
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17.  Development of diagnostic fragment ion library for glycated peptides of 

Human serum albumin: Targeted quantification in prediabetic, diabetic and 

microalbuminuria plasma by PRM, SWATH and MSE. Mol Cell Proteomics 

2015, doi: 10.1074/mcp.M115.050518, 影响因子：5.232

18.  In vivo and in vitro proteome analysis of HIV-1 infected, human CD4+ T 

cells. Mol Cell Proteomics 2017, M116.065235, 影响因子：5.232

19.  Label-free quantification of differentially expressed proteins in mouse liver 

cancer cells with high and low metastasis rates by a SWATH acquisition 

method. Sci Chin Chem 2014, DOI :10.1007/s11426-014-5093-z, 影响因

子：4.448

20.  Proteomic profiling of HIV-infected T-cells by SWATH mass spectrometry. 

Virology 2018, doi:10.1016/j.virol.2018.01.025 , 影响因子：4.368

21.  Understanding the dimorphic lifestyles of human gastric pathogen Helico-

bacter pylori using the SWATH-based proteomics approach. Sci Rep 2016, 

DOI: 10.1038/srep26784, 影响因子：4.122

22.  Proteomics of thyroid tumours provides new insights into their molecular 

composition and changes associated with malignancy. Sci Rep 2016, DOI: 

10.1038/srep23660, 影响因子：4.122

23.  SWATH-based proteomics identified carbonic anhydrase 2 as a potential 

diagnosis biomarker for nasopharyngeal carcinoma. Sci Rep 2017, DOI: 

10.1038/srep41191, 影响因子：4.122

24.  Quantitative proteomics by SWATH-MS reveals sophisticated metabolic 

reprogramming in hepatocellular carcinoma tissues. Sci Rep 2017, DOI: 

10.1038/srep45913, 影响因子：4.122

25.  Biomarker Discovery and Verification of Esophageal Squamous Cell Car-

cinoma Using Integration of SWATH/MRM. J Proteome Res 2015, doi: 

10.1021/acs.jproteome.5b00438, 影响因子：3.95

26.  Osteogenic Commitment and Differentiation of Human Mesenchymal Stem 
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Cells by Low-Intensity pulsed Ultrasound Stimulation. J Cell Physiol 2017, 

doi:10.1002/jcp.26058, 影响因子：3.923

27.  SWATH®- and iTRAQ-based quantitative proteomic analyses reveal an over-

expression and biological relevance of CD109 in advanced NSCLC. J  Pro-

teomics 2014, doi:10.1016/j.jprot.2014.03.007, 影响因子：3.722

28.  The secretome signature of malignant mesothelioma cell lines. J  Proteom-

ics 2016, doi:10.1016/j.jprot.2016.02.021, 影响因子：3.722

29.  Multipronged quantitative proteomics reveals serum proteome alterations 

in breast cancer intrinsic subtypes. J  Proteomics 2017, doi: 10.1016/j.

jprot.2017.05.007, 影响因子：3.722

30.  SWATH analysis of the synaptic proteome in Alzheimer’s disease. Neuro 

chem Int 2015, doi:10.1016/j.neuint.2015.04.004, 影响因子：3.603

31.  Automated measurement of site-specific N-glycosylation occupancy with 

SWATH-MS. Proteomics 2015, doi: 10.1002/pmic.201400465, 影响因

子：3.532

32.  Quantitative measurements of N-linked glycoproteins in human plasma 

by SWATH-MS. Proteomics 2013, doi:10.1002/pmic.201200417, 影响因

子：3.532

33.  Label-free quantitative phosphoproteomics reveals regulation of vaso-

dilator-stimulated phosphoprotein upon stathmin-1 silencing in a pair 

of isogenic colorectal cancer cell lines. Proteomics 2018, doi:10.1002/

pmic.201700242, 影响因子：3.532

34.  Two methods for proteomic analysis of formalin-fixed, paraffin embedded 

tissue result in differential protein identification, data quality, and cost. Pro-

teomics 2015, doi:10.1002/pmic.201500147, 影响因子：3.532

35.  Unravelling the proteome of degenerative human mitral Valves. Proteomics 

2015, doi:10.1002/pmic.201500040, 影响因子：3.532
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36.  Selective phosphorylation during early macrophage differentiation. Pro-

teomics 2015, DOI: 10.1002/pmic.201400511, 影响因子：3.532

37.  Identification of protein abundance changes in hepatocellular carcinoma 

tissues using PCT-SWATH. Proteomics 2018, doi:10.1002/prca.201700179, 
影响因子：3.532

38.  Unveiling the Differences of Secretome of Human Bone Marrow Mesenchy-

mal Stem Cells, Adipose Tissue-Derived Stem Cells, and Human Umbilical 

Cord Perivascular Cells: A Proteomic Analysis. STEM CELLS  DEVELOP 2016, 

DOI: 10.1089/scd.2016.0048, 影响因子：3.315

39.  Applying SWATH Mass Spectrometry to Investigate Human Cervicovaginal 

Fluid During the Menstrual Cycle. Biol Reprod 2015, DOI: 10.1095/biolre-

prod.115.128231, 影响因子：3.184

40.  Quantitative analysis of hydroxyapatite-binding plasma proteins in geno-

typed individuals with late-stage age-related macular degeneration. Exp Eye 

Res 2017, doi:10.1016/j.exer.2018.03.023, 影响因子：3.152

41.  MVP immunohistochemistry is a useful adjunct in distinguishing leiomyo-

sarcoma from leiomyoma and leiomyoma with bizarre nuclei. Human Pa-

thology 2018, doi:10.1016/j.humpath.2017.12.020, 影响因子：3.125

42.  Using Data-Independent, High Resolution Mass Spectrometry in Protein 

Biomarker Research: Perspectives and Clinical Applications. Proteomics Clin 

Appl 2015, doi: 10.1002/prca.201400117, 影响因子：2.956

43.  Quantification of Lysine Acetylation and Succinylation Stoichiometry in Pro-

teins Using Mass Spectrometric Data-Independent Acquisitions (SWATH). 

J Am Soc Mass Spect 2016, DOI:10. 1007/s13361-016-1476-z, 影响因

子：2.869

44.  Quantitative proteomics signature profiling based on network contex-

tualization. Biol Direct 2015, DOI 10.1186/s13062-015-0098-x, 影响因

子：2.649
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45.  Bioprocess integration for human mesenchymal stem cells. J Biotechnol 

2017, DOI: 10.1016/j.jbiotec.2017.01.014, 影响因子：2.533

46.  Comparison of protein expressions between human livers and the hepatic 

cell lines HepG2, Hep3B and Huh7 using SWATH and MRM-HR proteomics: 

Focusing on drug-metabolizing enzymes. Drug Metab Pharmacok 2018, 

doi:10.1016/j.dmpk.2018.03.003, 影响因子：2.087

47.  Proteomic Profiling of De Novo Protein Synthesis in StarvationInduced Au-

tophagy Using Bioorthogonal Noncanonical Amino Acid Taggin. Methods 

Enzymol 2016, doi: 10.1016/bs.mie.2016.09.075, 影响因子：1.984

48.  The effect of photodamage on the female Caucasian facial stratum cor-

neum corneome using mass spectrometry-based proteomics. Int J Cosm Sci 

2017, DOI: 10.1111/ics.12426, 影响因子：1.777

49.  Data for mitochondrial proteomic alterations in the developing rat brain. 

Data in Brief 2014, doi: 10.1016/j.dib.2014.07.002, 影响因子：0.341

50.  Neonatal mitochondrial abnormalities due to PINK1 deficiency: Proteomics 

reveals early changes relevant to Parkinson's disease. Data in Brief 2016, 

doi:10.1016/j.dib.2015.11.070, 影响因子：0.341

51.  Label-free quantification of differentially expressed proteins in mouse liver 

cancer cells with high and low metastasis rates by a SWATH acquisition 

method. Chem sci china 2014, doi: 10.1007/s11426-014-5093-z

52.  p-SRM, SWATH and HRM - Targeted Proteomics Approaches on TripleTOF 

5600+ Mass Spectrometer and Their Applications in Oncology Research. 

Klin Onkol 2014, 27 (1): S110-S115

53.  Label-Free Quantitation and Mapping of the ErbB2 Tumor Receptor by Mul-

tiple Protease Digestion with Data-Dependent (MS1) and Data-Independent 

(MS2) Acquisitions. Int J Proteomics 2013, doi: 10.1155/2013/791985

54.  Depletion of Myofibril-Associated Proteins Using Selective Protein Ex-

traction as a Tool in Cardiac Proteomics. Methods Mol Biol 2017, 
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doi:10.1007/7651_2017_73

55.  Multi-omic network-based interrogation of rat liver metabolism following 

gastric bypass surgery featuring SWATH proteomics. Technology 2017, DOI: 

10.1142/S233954781750008X

56.  Chlamydospore Specific Proteins of Candida albicans. Data 2017, DOI: 

10.3390/data2030026

57.  THP1 cell proteome library generation using SWATH analysis. Int J Life Sci 

2018, 6 (1):143-149

58.  Genomic, Proteomic and Phenotypic Heterogeneity in HeLa Cells across 

Laboratories: Implications for Reproducibility of Research Results. bioRxiv 

2018, doi: 10.1101/307

四、植物蛋白组学

1.  Tomato nuclear proteome reveals the involvement of specific E2 ubiqui-

tin-conjugating enzymes in fruit ripening. Genome Biol 2014, doi:10.1186/

s13059-014-0548-2, 影响因子：13.214

2.  Impact of different nitrogen sources on the growth of Arthrospira sp. PCC 

8005 under batch and continuous cultivation - A biochemical, transcrip-

tomic and proteomic profile. Bioresource Technology 2017, doi: 10.1016/j.

biortech.2017.03.145, 影响因子：5.807

3.  Systems-level proteomics of two ubiquitous leaf commensals reveals com-

plementary adaptive traits for phyllosphere colonization. Mol Cell Proteom-

ics 2016, M116.058164, 影响因子：5.232

4.  Analysis of dynamic protein carbonylation in rice embryo during germina-

tion through AP-SWATH. Proteomics 2016, doi:10.1002/pmic.201500248, 
影响因子：3.532

5.  Extensive mass spectrometry proteomics data of Persicaria minor herb 
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upon methyl jasmonate treatment. Data in Brief 2018, doi: 10.1016/j.

dib.2017.09.063, 影响因子：0.341

6.  Proteomic analysis of pitcher fluid from Nepenthes. Data in Brief 2018, doi.

org/10.1016/j.dib.2018.01.037, 影响因子：0.341

五、动物蛋白组学

1.  Proteome-wide association studies identify biochemical modules associat-

ed with a wing-size phenotype in Drosophila melanogaster. Nat Commun 

2016, DOI: 10.1038/ncomms12649, 影响因子：12.124

2.  Integrated Transcriptomic and Proteomic Analyses Suggest the Participation 

of Endogenous Protease Inhibitors in the Regulation of Protease Gene Ex-

pression in Helicoverpa armigera. Mol Cell Proteomics 2018, doi: 10.1074/

mcp.RA117.000533, 影响因子：5.232

3.  Discrimination of dried sea cucumber (Apostichopus japonicus) products 

from different geographical origins by sequential windowed acquisition 
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