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NextSeq 1000 Oct, 2025
1.Sample Requirement
s quality control
sequence application method sample type amount volume requirement
polyA-selected (MRNA) > 10 ng <50l RIN > 8.0
bulk RNA-Seq rRNA-removed (mMRNA, IncRNA) total RNA > 10 ng <15ul RIN > 8.0
for Low Input RNA (mRNA) 2 pg - 200 ng <15ul RIN >7.0
Fragmented DNA — Library Preparation DNA > 500 pg <50 ul _
Library Sequencing *Share-sequencing Library DNA > 10 pl Zon"“';e/r::':zz QC by
- TapeStation or
Pool library sequencing (independent 1 run) Library DNA >20 pl cozn:;"/t;::::" BioAnalyzer
*RNA-Seq ANt DT 4TSV —FABIZ DN TIETHBLIEEN,
2. Charge
(1) Library Preparation
application price/sample
RNA-Seq (polyA-selected) 15,000
RNA-Seq (rRNA-removed) rRNA depletion kit A + 10,000
Low Input RNA 20,000
(2) QC (total RNA, Library DNA, etc)
price/set
10,000 ~ 20,000
(3) Sequence (NextSeq 1000)
sequence kit price/run
P2 XLEAP-SBS Reagent Kit (100 cycles) 160,000
(4) Maintenance & Analysis *HEYDBEIEH U TILEIZIEC TR Y
price/run *EE [ 10 run LABE(E ¥ 10,000/ run
40,000
3. Sequence Performance of NextSeq 1000
sequence kit read length(bp) total reads/run application
P2 XLEAP-SBS Reagent Kit 50x2 400 M pair RNA, ATAC, ChIP, CUT&Tag, CUT&RUN, etc
(100 cycles) — 400 M pair | 10x scGEX, scATAC, Multiome, illumina scRNA
*P2 XLEAP-SBS Reagent Kit (200 cycles) 100 x 2 400 M pair
*P2 XLEAP-SBS Reagent Kit (300 cycles) 150 x 2 400 M pair HREE N FHIAH
*P2 XLEAP-SBS Reagent Kit (600 cycles) 300 x 2 400 M pair
Output Data | FASTQ |

*CH LM HNIERaw data(FUTH LT IR DBRANEELET

*—lr U AT —AREE DT B KRICELTIE, LLAR— Y10 EFZEVEE A,
S— RS % MRaw data, Fastq datald, [REIEL TSNS F EZBRFIZHIBRLET,
BIFREECBRTOT—2REEHBBELLET,

Basic analysis

RNA-Seq Mapping — Calculate gene expression

ChIP, ATAC, CUT&Tag, CUT&RUN Mapping — Peak call

10x Genomics single cell

1st analysis by Cell Ranger




