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Targetprofi ler prediction flowchart
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Where are we in comparison to 
other target predi ction tools

Correlation of target predi ctions with changes in protein production 
for five miRNAs (miR-1, miR-16, miR-30a, miR-155, let7b) 
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Conclusions

• Computational target prediction – need for improvement

• pSILAC ~5000 proteins, 5 miRNAs

• Targetprofiler on the web

• Experimental verif ication
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