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sequence application sample type amount volume quality control requirement
polyA-selected > 1ug <50 pl
RNA-Seq
A . total RNA RIN > 8.0
(with Library Preparation) rRNA-removed 1~5 g <154l
concentration Quantification with gPCR
Other Library DNA > 25 || and Size-check with
(without Library Preparation) Y H TapeStation or
1nM .
BioAnalyzer
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2. Charge
(1)Library Preparation
application price/sample *‘RNADQCEREET

RNA-Seq (polyA-selected) 15,000
RNA-Seq (rRNA-removed) 30,000
(2)Quality Check (QPCR + TapeStation)

price/set

5,000~ 15,000
(3)Sequence
run type(sequence kit) ownership price/run

High Output : 75 Cycles LILA 240,000
High Output : 150 Cycles LILA 500,000
Mid Output : 150 Cycles LILA 200,000

All type Applicant 0

(4)Maintenance

HERYDBA T YU TILERIZECTES

price/run

40,000

(5)Analysis

price/set

3. Sequence Performance

of NextSeq 500

*£E 5 10run L& [ ¥ 10,000/run

Basic analysis method

RNA-Seq

Data QC — Mapping — Gene expression analysis

ChIP-Seq

Data QC — Mapping — Peak call = Annotation

Flow Cell Read Length(bp) [ Total Reads/run
75 x 1 400 M
High Output 75 x 2 (paired-end) 400 M x 2
150 x 2 (paired-end) 400 M x 2
. 75 x 2 (paired-end) 130 M x 2
Mid Output
¢ Dutpu 150 x 2 (paired-end) | 130 M x 2
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