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Application Type 1 RNA-Seq EOGhIP=Seq O AmpHi=Seq—— [Exome=Seq
Cell Type or Cell Line Number of Samples
Biological Replicate n= Reference Genome
Brought RNA Prep method Index type (Prep kit)
O vpolyA-selected RNA (TruSeq) [ Single Index (TruSeq Stranded mRNA Library Prep Kit LT|
[Jtotal RNA
[0 rRNA-removed RNA (Ribo-Zero + TruSeq)| L Dual Index (TruSeq Stranded mRNA Library Prep Kit HT)
No. Sample name Volume (uL) Concentration (ng/uL) Quantification method and QC value
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[J Single read [0 Paired-end read
Sequencing Read
illumina Read length Read1 76 bp / Read?2 bp
Nextseq500
Flow Cell 0 High-Output O Mid-Output
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