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Antibodies
Antibodies used

The raw sequence data reported in this paper have been deposited in the Genome Sequence Archive of Beijing Institute of Genomics, Chinese Academy of Sciences
(http://bigd.big.ac.cn/gsa-human/, accession number HRA000429). The whole-exome somatic variants are also publicly available from the European Variation
Archive (https://www.ebi.ac.uk/eva, although we have uploaded our data to EVA, we haven’t received the confirmation information from EVA.). The clinical data are
provided in Supplementary Data 1. A complete list of TCGA cohort can be found in Supplementary Data 8. The somatic mutation data can be found in source data.
The MSKCC data are available in the cBioPortal for Cancer Genomics database (https://www.cbioportal.org/study/summary?id=egc_msk_2017). The TCGA data are
available in the cBioPortal for Cancer Genomics database (https://www.cbioportal.org/study/summary?id=stad_tcga). TGCA data analyzed for this manuscript were
released 28th January 2016. All other data are available within the Article, Supplementary Information or available from the authors upon request. Source data are
provided with this paper.

No sample size was calculated because AFPGC is a rare subtype of gastric cancer. Therefore, we collected all the eligible cases

from our institute as many as possible. No power-analyses were done.

No data exclusions

Mice were randomly assigned to different groups (5-7 mice/group),Western blot experiment was repeated 3 times with enough
reproducibility. Attempts of data replication were successful.

Randomization was not applicable to this study, as the patients enrolled in this study were recruited retrospectively, and the clinical data were
retrieved from digital medical records.

Blinding were not applicable to this study, as the patients enrolled in this study were recruited retrospectively, and the clinical data were
retrieved from digital medical records.

Primary antibodies: AFP ( ProteinTech , #14550-1-AP ), ERBB2 ( CellSignal , #2165), AKT ( Cell Signal , #4691), p-AKT ( Cell Signal ,
#13038&#xFF09), ERK( Cell Signal , #4695), p-ERK( Cell Signal , #4370), CDK2( ProteinTech , 10122-1-AP), Rb( ProteinTech , 17218-1-
AP), p-Rb( Cell Signal , #8516 ), !-Actin (BOSTER, #BM0627)




