
RNA Sequencing
Microarray

Ribo-profiling

Proteomics
peptides
quantitation
post trans mods
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Prioritize data
• Pertinent to the field

• Time course
• Strain or stage comparisons
• Knockout studies

• Publication – most 

• Repository –
• SRA –https://www.ncbi.nlm.nih.gov/sra
• ENA – https://www.ebi.ac.uk/ena
• DDBJ – https://www.ddbj.nig.ac.jp/dra/index-e.html
• Array Express
• ProteomeXchange
• PRIDE

https://www.ncbi.nlm.nih.gov/sra
https://www.ebi.ac.uk/ena
https://www.ddbj.nig.ac.jp/dra/index-e.html


RNA sequence Analysis 
• Standard workflows  -

compare across data sets
• determine expression levels 
• TPM values

Alignment |     HiSAT2
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cDNA 
representing the 
whole genome 

cDNA of your  
sample

Fluorescence = 
abundance of transcript 
in sample

Glass Slide Microarray

• Microarray spotting
• printing complementary DNA to 

monitor the expression of multiple 
genes on a glass slide in parallel

• Two-channel

Oligonucleotide Arrays

• 28 bp oligonucleotides 
• Light-directed chemical synthesis 

printing complementary DNA 
• Internal standard.
• Single channel

Microarray Analysis 
RNA of your  
sample



Microarray Analysis 



Proteomic Analysis Protein of 
your  sample



Peptide data Abundance data vs


