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* https://www.bilibili.com/video/BVIWA44y13 73N/

Region complementary Region same as
to flow cell oligo flow cell oligo
(P5) (P7)

3’ Sequencing primer Sequencing primer 5’
binding site 1 binding site 2
/ k
Index 2 . Index 1
“’7)/ DNA insert \(95)

5’ 3)

PSHIP7FH: RIFNXELLE B eEfEflow cell 4 B =895
*Rd1 SPFIRd2 SP: FE)]J"J?E’JJ"J?%I%ZE’SH
*Index 1#Index 2. FAFHARKX 2 AJindex~71, EHE%F%RJ" R 2 Flow CellBiE IR & & A


https://www.bilibili.com/video/BV1W44y1373N/

Index- XS EE

Lane, Sample, Index
1,Libraryl, SI-TT-Al
1-2,Library2,SI-TT-A2
Library 2

Tissue Library
Sample

Hbrenys —%lane FFH120G,

A
(@=) %i SITT-A1

% i?/i5duannd§ ( ' i g mkf:-.xslq %
%_ %i} SI-TT-A2 l--:] =

—————————————————— Space Ranger Pipeline

Libraryl S1 LO01 Rl 001.fastqg.gz
Libraryl 51 LOOl R2 . 001.fastg.gz
Libraryl | sl LOOl 11 001 fastqg.gz
Libraryl S1 LDOl 12 001 fastqg.gz

Library? 51 L001 R1 00l.fastg.gz
Library? 81 1L001 R2 00l.fastg.gz
Library2 S1 LDOl I1 001 fastq.gz
Library?2 Sl_LOOl I2 | ' 001. fastg.gz
Library2 51 L00Z | Rl _001.fastg.gz
Library? S1 1L00Z RZ 00l.fastg.gz
Library2 S1 L002_I1 001 fastqg.gz
lekar)“_Sl_LOOZ_IZ_OOl.fastq.gz
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20/ SmRNA-seqfEF
o= s1,52,83, t1,t2,t3
Z5P0: ml1,m2,m3, n1.n2,n3
FTH: i1,2,3,4,j1,j2,3.j4

—> Output

B= %i @LH00348:184:22CLJHLT4:3:1101:2400:1042 1:N:0:GCGGTATT+CCAATCAC

0
o
& %i @LH00348:184:22CLJHLT4:3:1101:2400:1042 1:N:0:ACGGGTAC+GGATGCCT
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- Experimental design
- Biological samples collection

- Library preparation
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’ List of differential genes

¢ Volcano plot, MA plot.
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