Search "MYCN” or “MYC” or “MYCN amplification” & "Neuroblastoma” in GEO and Array Express before 31/05/2020
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Inclusion criteria Records sc_reened
-Neuroblastoma tumor samples (305 experiments)
-MYCN status —»l
-Affymetrix /Agilent /Illumina

-Minimum 2 biological replicates 20 datasets
-More than 10,000 genes 3853 samples

14— Leave-one-out quality control

18 datasets 3799 samples
(MYCN-AMP:714
MYCN-Normal:3085)

Train data Randomly split 7:3 Test data
2160 samples 925 samples
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