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Targeted immune epitope prediction to HHLA2 and MAGEB5 protein variants as therapeutic approach to related viral diseases.
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Availability of data and materials
Dataset 1: MAGE-virus samples identified (n=10) on GEO profile database; http://article.scholarena.com/datasets/Dataset_1.xls
The datasets generated and/or analyzed during the current study are available in [23].
The datasets generated and analyzed during the current study were obtained from the GEO (RRID: SCR_005012) repository, and specifically GEO Profiles database (www.ncbi.nlm.nih.gov/geoprofiles/) with the Accession numbers: GDS5093, GDS4424, GDS5614, GDS5613, GDS2606, GDS4238, GDS2023, GDS3489, GDS2676, GDS4669. 

The following datasets below generated and analyzed during the current study are not publicly available because they have not yet been deposited in a public repository but are available from the corresponding author or the referenced article above [23] as .
Dataset 2: MAGE-virus gene values per sample retrieved (n=10) from GEO profile database; http://article.scholarena.com/datasets/Dataset_2.xls
Dataset 3: MAGE-virus normalized gene RMEAN values (n=19688) across samples; http://article.scholarena.com/datasets/Dataset_3.xls
Dataset 4: MAGE-virus immune related genes (n=69) across samples; http://article.scholarena.com/datasets/Dataset_4.xls
Dataset 5: MAGE-virus most variable genes (n=200) across samples; http://article.scholarena.com/datasets/Dataset_5.xls
Dataset 6: MAGE-virus Gene Ontology protein interaction biological process data; http://article.scholarena.com/datasets/Dataset_6.xls

