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4. Comparison of Different Concentrations of Hexmer-3’adapter Used in RT
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: : Different methods of removing rRNA and tRNA were compared: (1) COWN, non treatment; (2) COWO,
2. Procedure of Data Analysis using Galaxy Programs MicroExpress alone; (3) COWP, MicroExpress plus Terminator Exonuclease; (4) COWS, Terminator
Exonuclease alone; (5) COWT, Ribo-Zero alone and (6) COWU, Ribo-Zero plus Terminator Exonuclease.
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Galaxy tools is avallable at https://galaxy.jgi-psf.org mapping at the transcription start site are
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