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NextSeq 1000 Mar, 2025
1.Sample Requirement
s quality control
sequence application method sample type amount volume e
polyA-selected (MRNA) >10 ng <50l RIN > 8.0
bulk RNA-Seq rRNA-removed (MRNA, 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
] . ) ] i Quantification by
Library Sequencing *Share-sequencing Library DNA > 10 pl ;?Mce/'::r:z: gPCR and Size-
- check by
Pool library sequencing (independent 1 run Library DNA >20 ul concentration TapeStation or
ysed 9( P ) y H 2nM/ pool BioAnalyzer
*RNA-Seq LSt D51 I 5Y—ERBIC DT IHBLZS W,
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 *FAR/YDIBEEY T ILHICIECTER S
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

) 50x2 400 M pair RNA, ATAC, ChIP, CUT&Tag, CUT&RUN, etc
P2 XLE'?f(;SBC?CE‘jge”t Kit 28+ 10 + 10 + 90 400 M pair | 10x Genomics scGEX, Multiome-GEX (1 sample)
50 + 8 + 16(24) + 50(49)] 400 M pair |10x Genomics SCATAC, Multiome-ATAC (1 sample)
*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 HREBEMNFLIAH
*P2 XLEAP-SBS Reagent Kit (600 cycles) 300 x 2 400 M pair
Output Data | FASTQ |

*CHEMNHNIERaw data(GUTA LT LR DBRANEBHLET

*—lr U AT —BREEDT—EHKRICELTIE, LLAF—YI0EFEEVEE A,
S—H RS % MRaw data, Fastq datald, [REIEL TSNS F ERZBRFIZHIBRLET,

BYEREECBSTOT—AREELBMOILET,
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