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Application Type RNA-Seq
Cell Type or Cell Line Number of Samples
Biological Replicate n= Reference Genome
Input total RNA Prep method
| > lug O Poly(A) selected O rRNA removed
a > 10ng O Poly(A) selected O rRNAremoved
m| < 10ng 00  SMART-Seq HT kit + NexteraXT kit [0 NEB Single Cell/Low Input kit
No. Sample name Volume (uL) Concentration (ng/ulL) |Quantification method and QC value (RIN)
1
2
3
4
5
Sample 5
information 7
8
9
10
11
12
13
14
15
16
17
18
19
20
[EARFAFREDR LA RBEEDREBICE T 2RB] o b7/ L - BEFEIARICEY $2/La0
XYY TIVEHS EERUOBEETEEME 7 FREICTRERAT I,
O Single read [ Paired-end read
. Read
Segu e Read length Readl 75  bp /  Read2 bp
illumina Nextseq500
Flow Cell ] High-Output O Mid-Output
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(1) Library preparation + QC (2) Sequence (3) Maintanance
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