Table S6. A list of high throughput datasets used by YuGene meta-analysis for

PLPP4 mRNA expression.

Series Tiles (Citation) Samples Region

E-GEOD-10445  Transcription profiling of human stage IB lung n=72 France
adenocarcinomas and large cell carcinomas to predict outcomes
(Merlion lung cancer study)[1]

E-GEOD-12667  Transcription profiling by array of human lung adenocarcinoma n=75 USA
tissue from smokers, ex-smokers and people who have never
smoked[2]

E-GEOD-18842  Transcription profiling by array of human non-small cell lung n=91 Spain
cancer tissue[3]

E-GEOD-19188  Transcription profiling by array of human lung cancer n =156 Netherlands
samples[4]

E-GEOD-28571  Expression data of different histological subgroups of n =100 Sweden
non-small cell lung cancer in two patient populations with
different survival outcomes[5]

E-GEOD-30219  Gene expression in lung cancer identifies a group of n =307 France
metastatic-prone tumors[6]

E-GEOD-31210  Gene expression data for pathological stage I-11 lung n =245 Japan
adenocarcinomas[7]

E-GEOD-31908  Primary Lung Cancer Specimens n=17 USA

E-GEOD-33356  Genome-wide screening of genomic alterations and n =120 Taiwan
transcriptional modulation in non-smoking female lung cancer
in Taiwan[8]

E-GEOD-33532 Intratumor heterogeneity of gene expression profiles in early n =100 Germany
stage non-small cell lung cancer

E-GEOD-37745  Biomarker discovery in non-small cell lung cancer: integrating n =196 Sweden
gene expression profiling, meta-analysis and tissue microarray
validation[9]

E-GEOD-40791  Usp44 binds centrin to regulate centrosome positioning and n =194 USA

suppress tumorigenesis[10]



E-GEOD-43580  SBV - Gene Expression Profiles of Lung Cancer Tumors - n =150 Switzerland

Adenocarcinomas and Squamous Cell Carcinomas[11]

E-GEOD-50081  Validation of a histology-independent prognostic gene n =181 Canada

signature for early stage, non-small cell lung cancer including

stage 1A patients[12]

E-GEOD-77803  Retrospective and prospective validation of a 33-gene signature n =156 Denmark

to predict recurrence of lung cancer after surgery

E-MTAB-923 Transcription profiling by array of human lung samples from n =103 France

patients with adenocarcinoma to identify likely drivers of cell

proliferation

E-MTAB-1727 DNA copy number variation profiling and transcription n =109 France

profiling by array of 93 human lung squamous cell carcinoma

samples[13]
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