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was also obtained from IPA using miRNA target filter tool. This information also includes
the source and confidence (experimental, highly-predicted or moderately-predicted) in
MiRNA-protein target relationship. The miRNA target protein relationships were
compared with correlation analysis of significant miRNAs and proteins.

Conclusion

» Black race was significant patient demographic determining severity for all three response groups and age is significant in
severe vs mild.
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stroke. investigation in a larger study.
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