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1.Sample Requirement
sequence application kit method sample type amount volume quallty Sl
requirement
St'::r';’;'g: ;Eﬁzqkit polyA-selected > 1ug <50 yl RIN > 8.0
RNA-Seq NEB Ultra Il polyA-selected > 10ng <50 pl RIN > 7.0
L . L . total RNA
(with Library Preparation) | Directionalkit = | o\ s romoved > Bng <124l RIN > 7.0
NEB Single Cell/Low
Input RNA kit polyA-selected 2 pg - 200 ng <8ul RIN > 8.0
concentratio Quantification
Library Sequencing ) n Wllth gPCR an‘d
. . . Library DNA > 25 pl Size-check with
(without Library Preparation) -
1nM TapeStation or
n BioAnalyzer
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2. Charge
(1)Library Preparation
application price/sample *RNADQCERZEL
RNA-Seq (polyA-selected) 15,000
RNA-Seq (rRNA-removed) 30,000
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(2)Quality Check (qPCR + TapeStation)
price/set
10,000~20,000
(3)Sequence
run type(sequence kit) ownership price/run
High Output : 75 Cycles LILA 320,000
Mid Output : 150 Cycles LILA 210,000
Carry-on Applicant

(4)Maintenance & Analysi

price/run

40,000

*Basic analysis method
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*2E ] 10run LA [ ¥ 10,000/ run
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RNA-Seq

Data QC — Mapping — Gene expression analysis

ChlP-Seq

Data QC — Mapping — Peak call — Annotation

3. Sequence Performance

of NextSeq 500

Flow Cell Read Length(bp) | Total Reads/run
75 x 1 (single-end) 400 M
. 38 x 2 (paired-end) 400 M x 2
High Output 75 x 2 (paired-end) | 400 M x 2
150 x 2 (paired-end) 400 M x 2
Mid Outout 75 x 2 (paired-end) 130 M x 2
1o Putpd 150 x 2 (paired-end) | 130 M x 2
Output Data | FASTQ |
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*CUT&Tag, ATAC-Seq/i&




