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Application Type HRNA=Seq BChIP-Seq HAmpt=Seq—Exome=Seq
Cell Type or Cell Line Number of Samples
Biological Replicate n= Reference Genome
Brought DNA Library Prep Kit Type
ChIP DNA( > 1ng) KAPA LTP Library preparation Kit O Histone
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O Single read [ Paired-end read
Sequencing Read
Read length Read1 76 bp /  Read2 bp
illumina Nextseq500
Flow Cell [m} High-Output O Mid-Output
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(1) Library preparation + QC (2) Sequence (3) Maintanance
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