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Flow Cell Capacity Table
	Flow cell*
	Max reads**

	NextSeq 2000 P4 – 100 Cycles
	1.8B

	NextSeq 2000 P4 – 200 Cycles
	1.8B

	NextSeq 2000 P3 – 50 Cycles
	1.2B

	NextSeq 2000 P3 – 100 Cycles
	1.2B

	NextSeq 2000 P3 – 200 Cycles
	1.2B

	NextSeq 2000 P3 – 300 Cycles
	1.2B

	NextSeq 2000 P2 – 100 Cycles
	400M

	NextSeq 2000 P2 – 200 Cycles
	400M

	NextSeq 2000 P2 – 300 Cycles
	400M

	NextSeq 2000 P1 – 100 Cycles
	100M

	NextSeq 2000 P1 – 300 Cycles
	100M

	NextSeq 2000 P1 – 600 Cycles
	100M

	MiSeq v3 – 150 Cycles
	25M

	MiSeq v3 – 600 Cycles
	25M

	MiSeq v2 – 50 Cycles 
	15M

	MiSeq v2 – 300 Cycles
	15M

	MiSeq Micro v2 – 300 Cycles
	4M

	MiSeq Nano v2 – 300 Cycles
	1M



* Cycles: Total number of sequencing cycles (i.e., total bases sequenced per read). For example, a 100‑cycle kit supports SR100 or PE50 (50 cycles per read × 2 reads).
** M = million; B = billion. Read counts are typically listed as single‑read equivalents (SR). In paired‑end (PE) mode, the instrument generates approximately twice the number of reads (two reads per cluster).
When planning throughput, please account for additional reads beyond your sequencing needs. This is because:
· A portion of the sequencing reads will be removed during quality filtering.
· PhiX is routinely spiked into libraries for quality control.

PhiX spike‑in typically ranges from 10% to 50%, depending on library complexity. Low‑complexity libraries (e.g., amplicon‑seq and some ChIP‑seq libraries) generally require higher PhiX percentages to maintain base diversity.
Example: For a PE100 RNA‑seq experiment targeting 25M reads per sample, a P2 200‑cycle flow cell (maximum ~400M reads in SR equivalents) can typically accommodate ~12–14 samples. Although 400/25 = 16 theoretically, additional capacity is reserved to account for PhiX and read filtering.

Typical experimental requirement (for human and mouse samples)
RNA‑seq
· Read type/length: At least PE50 (longer reads recommended for splicing/isoform analysis)
· Depth: 20–25M reads per sample
ChIP‑seq
· Read type/length: SR or PE; PE is recommended because it can improve library complexity and mapping rate
· Depth: 
· Narrow peaks: >10M reads
· Broad peaks: >20M reads
ATAC‑seq
· Read type/length: PE50 to PE100; SR is not recommended
· Depth: 25–200M reads, depending on experimental goals (e.g., footprinting analysis requires more reads)
CUT&RUN
· Read type/length: At least PE25; SR is not recommended
· Depth: 3–8M reads

Additional Note
Samples derived from cancer genomes often benefit from longer reads (and/or paired‑end sequencing) to improve mapping performance, especially in the presence of structural variation, copy-number changes, and repetitive regions.

