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[llumina Single Cell 3' RNA Prep

27H

CHUME RNA A4 (Single-cell RNA sequencing, E0{A
SCRNA-Seq)2 THY Mz 2| 5l HEFE S XPMICH AR & (next-
generation sequencing, NGS)1t Z2g¢t Ao =2 S%ot
ZZ[of| chgt s A O|0|X[E MSELICH HFAXE2 scRNA-
Seq2 g&dl o|&Xl M 2 (heterogeneous cell
population)2 S5t 3|7 ME S LAHSHH M
2i|teo| M A ! dhet nbHo| EXg gfolel 4~ UELICE ofX| gt
E X2 FH[o ZeM, &2 A2 7HE, wotE Mo
Olsl CHAM|IE A|H Ao ZHHQIsH =QI0| #lX| AUASLICE OfF|
lllumina Single Cell 3' RNA Prep2 2 THUMII A 49|
TQI0| Jh&tE WYL

lllumina Single Cell 3' RNA Prep' 2 S& st IEZLL}

OJ Mg Al (microfluidics) 71& 810 HFUMIZ mRNA X2,
HIZE, 2t0|E212| EHIE & += JUEE i FLICL llluminagl
NERFERY °|EUHE'*(|nf0rmatlcs NH3H S2M0| 2o
A= lllumina Single Cell 3' RNA Prep2 AHE0| &1 270
715t AAEER(CE NE MIYUEM O B2 e uMs
scRNA-Seq =2 & S&LIC

*[llumina Single Cell 3' RNA Prep®l 7|Z MIZ3: Fluent PIPseq V 3' Single Cell RNA Kit

12! 1: lllumina Single Cell 3' RNA $3EE<2

CC [e) I o
daso| gojut Yaz=e
lllumina Single Cell 3' RNA Prep ¥I3EE2 = H|&0| 30|
E= OJMI|H AJARIOILE =& Tetxol T2 EE0| HRsHK|
ofO} AlBHO| OFF ZHEHILICE A ARHE QOI%H MX|H SMS

[y =) T
HBsts 2EHS =3 HIEZRE Soll =219 H U0l A

THAN I AR E Tl £ JSLICE 0] assay= ME X2 ™
DSP-MIEtE 1 *(flxat|on)*° Xgsta 2 Azt Autof| mat
SREL 2450| HRtt MES AHE5t= 22 scRNA-Seq

Assay ¥2|

IIIumina Single Cell 3' RNA Prep2 ZHchstal Shat
S CHAMNE mRNA Z2 9 HIAES 28 ME22
PIPseq™ chemistryE ALESLICHIZ 2). 'pIp2
particle-templated instant partition2] Q.IE
S5l0|E2Z H|E(hydrogel bead) 28 = HIREJt 2AHE
22|17222E|E(oligonucleotide) & E§.3 = "HES
AUXE AL Rt (emulsification)E T st= assay LICH
ME F=H| THAO A 2A M I HEFH (cell suspension)O]
HZS AXt Y 2o =3tE T EHAS S ESSE
Fett(emulsion)2 2 E2|ELICH |3t | M7t S61%[H,
tREJH 242 HIZ8I0] mRNAS E&ELICL 0|= |3to|
2ol =| D IS E mRNAMA H™AL(reverse transcription)
tHE Sl cDNAZF MAE|H SE (amplification)2 HA|H
Fzkol MlZoil CH$t cDNA 2to|E2{2|7t PHE o EILICt O CHS

=

0

N =

J
l_OnJI

t DSP: dithiobis(succinimidyl propionate), E|E|2H|A (% 410|0|E 2T QL|0|E)

B DU
N _v
[oXeNe) jp——
HE ZH 2t0|E2{2| Z=H|

Illumina Single Cell 3' Illumina Single Cell

=
&
9

d HOE 24

Al

r

NextSeq™ 550 A|AE DRAGEN Single Cell

RNAZ 22 2tol=eiz] I3 1S NextSeq 1000 & NextSeq mfo|Zatel,
2000 AlAE], Partek Flow,
NovaSeq™ 6000 A|AE, lllumina Connected
NovaSeq X Al2[= Analytics
A MEQILICE. T Extoll= AFRE & SlELICh M-GL-03195 v1.0 KOR 2



32l 2: PIPseq chemistryE 0| &%t HFUME mRNA &

Illumina Single Cell 3' RNA Prep

lllumina Single Cell 3' RNA Z2| & Hf R gl lllumina Single Cell

2to|E22| =3 7| E

=z 2647
MIZ SEtel Zu| PIP Lj HZ 2]

ATHA 5|

83l 3 mRNA ¥ cDNA &4 2to|=e{2| FH]|

DRAGEN Single Cell
Partek Flow

6 7
e GlolE 24

H

[=!
o
T
=3
=

AOI2E W E PCR, M} (fragmentation), O1=E 2t0|A0[H (adapter ligation)
Sl cDNA 2to|=2{2(7 MM E Lt A|ZA 0| 22 =[H DRAGEN Single Cell T2t
Partek Flow 2T E2|0{7} L|O|HE 2AgILICH B4 AT EQo{= 29 HEZA(summary
metrics), 221 AEZ E&(clustering plot), AHS STt Yol E(differential gene

expression table), YEHEQI EZ-HIT E IHEZ|A (feature-barcode matrix)E A gLICH

°
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CHUM[E cDNA 2to|Ez2{2|= L=l
2fo|He{2| EH| WHE At AlZA
2fo|HB{2| 2 X{2|E = NGS £410|
TIEIL|CEH OFX|2t 2 AR A HI0|E =
DRAGEN™ Single Cell It0|Z2} 11}
Partek™ Flow™ 2ZE90{2 EMEIL|C}

IEH ds

lllumina Single Cell 3' RNA Prep2
=2 MAZ (transcript) X X 24
QIZHE (sensitivity) 2 7|82 DEEQ|
CIoIEHE MZELIch a2 3, O%l 4, & 1).
MMzt 22| 7|52 E5 CHE WHo
EX|l= HAD MES HAEY 2 JSLICH
%A HH™O| PIPseq chemistry= FH
RNA(ambient RNA) HHOEIR2EE &
EX ¥ M L STXt B MALZQ|
2N QIAEE 30% SAAT|D° AIRA
artifacte dAAA H2H R8T NGS
CIO|E{E =l FLICt,

il

A
T

=
=

1A}

X
i

= T84 = scRNA-Seq

NIH 3T3(0t224)
HEK 293(¢lZh
ZEIZA(<5%)

10t

NIH 3T3(0rRA) 3 HEK 293(Q1Zh MIFE 2ot HA| | (A) HIZE &9

=% (barcode rank plot) 2t (B) &&= (barnyard scatter plot)E LIEFH 22 lllumina
Single Cell 3' RNA Prep T2 7|E AFE Al 4106702 MZIt AEE(RCH 80%2
ZeES HRT 5% 0|ete] HEIZ 3 (multiplet, = StLES| BHSOlA & 71 0|49 M

z3)0| Zolg

W
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[llumina Single Cell 3' RNA Prep

=N

T -

LR EEL

M
>

ERENEY

o=z

lllumina Single Cell 3' RNA Prep0il&
7|8l Zhehoh HHHO| AL |2 2 H|E CHH| =1t

A JRE S 4 UELICE O B2 MEE
HEIOfEP:' o g2F0| 2 pIp EEE AL2sHH ElL|Ct]
2ol A =40 JHo] N EE Z=HQISHA Ha|E £+
°'01 Ma 2L MIZE CHE A (cell diversity)Ol
S22 T2HENAM SHT X2 BM7LX| ChYet A7
QF AIES FHs 22 MYLICL HX) HBElE
F|EEE METY D=mAAS £ = i M &
T2 71E7L 28 7, T10 ZIEZH 18 7H, T20 7I1E7¢
2%t 71, T100 ZIEZL 102t ZHRLICE O] assayQl
SHME M ME|FS B ME R YA JtsMe
=0 & 4 UELICHDZ! 5). T oeI e 1R £
Q" A (unique dual index, UDI)7t X|§EB 2 ME
HE|E2 M (multiplexing) 2 2 TS| MEZ SAl0f
Mg 2 JASLICHE 2).

Ji JE

07 4: g 722t o Z2[H|0fHofl gt

D ME scRNA-Seq

A.
® B cells
o ® Naive CD4 T cells
/ﬁ Effector memory CD4 T cells
s _b ® Effector memory CD8 T cells

® Natural killer cells
CD14 monocytes
CD16 monocytes

UMAP2
e g g’)

® Plasma cells
Platelets

Naive CD8 T cells
® Cytotoxic CD4 T cells
High mitochondria

UMAP1

® Pericytes
Inhibitory neurons
Excitatory neurons

; ©® Oligodendrocytes

= Astrocytes

~ Granule neurons

Microglia

® Vascular
Oligodendrocyte precursors
Leptomeningeal

-4 ® Ependymal

@ Choroid plexus

UMAP2

UMAP1

PBMC)2| @Yot OHLIZE 2A & &F
projection, UMAP) Z2E LtEfH 2o

ZE0IM A2 0t A | O] UMAP Z2HE LIEHH

I 1: lllumina Al24 AAR AL A] 50| &QlE lllumina Single Cell 3' RNA Prep

Type 2 conventional dendritic cells

@ Hematopoietic stem and progenitor cells

(A) A BEE QIZH P2k ol okl M|IL (peripheral blood mononuclear cell,
(uniform manifold approximation and
S &, lllumina Single Cell 3' RNA Prep
T20 71E AL Al 31,6137H2] MIE7t HEEUT 79%2 ZHES HO{E. (B) d&
S, lllumina Single Cell 3'

RNA Prep T100 7|E AFE Al 152F 53 71| Si0] HEEUL 78%°] Z2ES HAS

NEZ R 7|E AtO|= AlZA A AE 37| Z2E 5 NI 2 NZE 2=
HEK/3T3 T2 NextSeq 2000 AlA] 9.8Gb 140M 71 3,6177H 38,6337M
HEK/3T3 T10 NextSeq 2000 AlAH] 23.6 Gb 333M 7 10,72374 31,1407
PBMC 10 NovaSeq 6000 AIAE] 390 Gb 2.78 71 14,30774 190,5267H
PBMC 720 NovaSeq X Plus AlA 81.3 Gb 674M 7 31,6137 21,3141
EPS 720 NextSeq 2000 AlAH] 8.9 Gb 131M 7H 2,7687 47,2767
OpSA | o 20 NextSeq 2000 AlAH] 10.4 Gb 155M 74 2,01971 76,7847
Ofe2 = & 720 NextSeq 2000 AlAE] 39.5Gb 590M 7 34,5967 17,0414
(1E)
EPNNE T100 NextSeq 2000 AlAg] 176.6 Gb 2.6B M 155,0007H 17,0687
o MELICE TITh "Xtoll= AHEE 2 i&LICh M-GL-03195 v1.0 KOR 4




Illumina Single Cell 3' RNA Prep

CHN|E &1 o Z2|A|0| M & @0IMSl scRNA-Seq 28

lllumina Single Cell 3' RNA Prep2| @43t MM Uz 2e ST MEZO| Zofdhs CiYet SH AEULICL &S
BN QAT A2 HRQ WHE S| S Ct Eo} REots ME R HOIE OI‘HofE#'i| Jugt 24 FYol
oL NEE HM2|sts kS FMAF AR AlE AFEfO| M|E ZRPLICE scRNA-Seq2 L2t 22 241 Al 2Hel =12

X% (cell atlas) ZRHES 7H&3HtD REM B2l 7|5 A8 =0 SLICE
SHME A32|Y (functional genomics screening)S

N " - o B2 O|M[2H (microenvironment)2l 0|2 M (heterogeneity)
xeig 4 YBLIC So] &, Biejst, Agnet o vl 2t XA g genely
Zstg HPstE e ZHQSH ScRNA-Seq TYUO 2 U2 e
" - . 13,14
sleie 2 2QiLc>® o MZ2 o HI0| 20} (biomarker) 2| &7

o HALH(Immunotherapy) ¥ 2= XM&4(drug resistance)
MADSE AR M| scRNA-Seq E& HiFHLIZ2| o3l

AlZA ZEI2 3t 27|H|Q] UM =0 X|&F ol XY A

(reorganization) ¥ M&H&(remodelling)2 HXl= CHY st HAR AT UM scRNA-Seq 8

MZ RYCE ST L4E0 JAELICE scRNA-Seq2 HA M7= HalHM (pathogen) 2 A8, X3 8l HIAHE 2l

HARIEES 7|HoR 2 MEae] It Hads S HEHs TS ME SHOZ 0|27 B A|S 1ER

=Rots 78 =72, TS0 tiEt SR STHS 5lo] UALICE HTXIS S CHST 22 24 Al scRNA-SeqS

MEertn sgd 2 4 YLt

o MAYEM ESHNeurodevelopmental disease)t o TO] M| ZO| Yt 5l B3} (differentiation) Z2 O[8H"
MAE[Y 7é!%(neurodegeneratwe disease)

. Ddo—:! A‘”EEQI 0_=||6é|- Etl 7|% ]Irglpz‘ls

o AMZA HHA NI (Neuroimmune cell)7t 2 9 2ebof OjX|=
3|

2l 5: lllumina Single Cell 3' RNA Prep©| =&

. . '
A. D|NSAH 7|2t scRNA-Seq(22F 71Ol M) B. lllumina Single Cell 3' RNA Prep(122+ 7 O] Ato| ML)
001 CLA-EPd-CTX Car3 Glut © 251 NTS Dbh Glut
@ 001 CLA-EPd-CTX Car3 Glut 00416 1T CTX Glut o 254 VCO Mafa Meis2 Glut
006 L4/5 IT CTX Glut 005 LS IT CTX Glut © 308 DCO 1122 Gly-Gaba
a 02215 ET CTX Glut 006 L4/5 IT CTX Glut 309 CB PLI Gly-Gaba
"“f, © 030 L6 CT CTX Glut © 007 L2/3 IT CTX Glut 310 CBX Golgi Gly-Gaba
- © 045 OB-STR-CTX Inh IMN 020 L2/3 IT RSP Glut 311 CBX MLI Megf11 Gaba
© 052 Pvalb Gaba 021 L4 RSP-ACA Glut © 312 CBX MLI Cdh22 Gaba
022 L5 ET CTX Glut © 313 CBX Purkinje Gaba
o~ r . 062 STR D2 Gaba o~ €. © 025 CA2-FC-IG Glut 314 CB Granule Glut
o &5 4, o 181 IC Tfap2d Maf Glut o ! 029 L6b CTX Glut 315 DCO UBC Glut
< : rd 311 CBX MLI Megf11 Gaba < 030 L6 CT CTX Glut 316 Bergmann NN
S 312 CBX MLI Cdh22 Gaba S | e 032 L5 NP CTX Glut 317 Astro-CB NN
) 313 CBX Purkinje Gaba 5 049 Lamp5 Gaba o 318 Astro-NT NN
Vs 314 CB Granule Glut 052 Pvalb Gaba 319 Astro-TE NN
© 053 Sst Gaba © 323 Ependymal NN
v 316 Bergmann NN © 061 STR D1 Gaba © 326 OPC NN
318 Astro-NT NN 181 IC Tfap2d Maf Glut © 327 Oligo NN
319 Astro-TE NN 198 IC Six3 En2 Gaba 329 ABC NN
326 OPC NN © 228 PSV Pvalb Lhx2 Glut 333 Endo NN
327 Oligo NN © 235 PG-TRN-LRN Fat2 Glut
o 238 NTS Phox2b Glut
333 Endo NN ® 243 PGRN-PARN-MDRN Hoxb
© 334 Microglia NN 250 CBN Neurod2 Pvalb Glut
UMAP1 UMAP1

(A) OIHIRA| 718te] sScRNA-Seq2 2 28t 719 MILE 2AISH At 0FRA Q| k| SHojA 197HX|Q] EF MZE R0| &QlE. (B) sY¢et 0RAS] = o MES AL
lllumina Single Cell 3' RNA Prep2 2 128t 77t Hi= MEE 2Aot b 427tX[2] EX ME RFO0| =l E (O|MKRA| 7|8t scRNA-seq= ZQIE 197kX] MZ R

5 177tRI9t $71 SoIE 257K|9 HE )

5 M-GL-03195 v1.0 KOR AT MEYLICH T Extofl= ArEE & &L



[llumina Single Cell 3' RNA Prep

H 2: lllumina Single Cell 3' RNA Prep2l E22 A ME MZ|ZF ofA2

A2A AJAH NextSeq 550 NextSeq 1000/2000 NovaSeq 6000 NovaSeq X
220y Mid | High P1 P2 P3” | pa° SP s1 S2 sS4 | 158 | 10B | 25B
ﬁ%;%ﬁi‘c)"a 130M 7H [400M 7H | 100M 7H | 400M 7H | 1.2B7H | 1.8B 71 |800M 7H| 1.6B7H | 41B7H | 10B7H | 1.6B7H | 10B7H | 268 7H
F|E Afo|= EEZR MY X ME =

T2 174 47H 174 a7\ 127 187H 87H 167K 4174 | 1007H° | 167 | 10074 | 26074°
T10 - 174 - 174 374 574 274 474 1274 2974 474 2974 7674
T20 _ _ - - 174 274 174 274 594 1274 274 1274 32794
T100 - - - - - - - - 174 274 - 274 674

a. AH8E MZY 2|E(read) = 2T WS 7IZES R A Mot 2t LIEHY, T2 7| EL 58 74| ME AL Y MEE 100M 7Hel 2|=7t Q7L E. T10 7|E= 18 748 74| ME AFS Y MEg 340M 7He| 2|27t 27 &,
T20 7|1E= 4370 MZE AL U MET 800M 7H2] 2|=7F T E. T100 7I1E= 208 70| MIZ AL % MEY 4B 7H9| 2|E7t 278

b. P3 Y P4 EZ2 M2 NextSeq 2000 A|ARIOIAMEHALS Jhs8

c. lllumina Single Cell Unique Dual Indexest= 96712 MES 9Itt 96712 QHAE X3 7HE 2l2(lane) 2E 7ISS XISIEZE E22 MY 96717t Hi= HES
AAgOAM 7HE 2ol 2Y 7|5 S AHE3t2{H NovaSeq 6000 Xp WorkflowS MEHsHOF &

2|7t 7+5&. NovaSeq 6000

HE|9A o Z2|H[0] M

lllumina Single Cell 3' RNA Prep2 CtE HE|2AA dMBE
iomi q HftH (=17 ES 17
(multiomics) 241 HHO|Z ALY 5 JAELICH lllumina Single Cell 3' RNA Prep

0| assay=E & 86tH UEotEl THANMI A A| ZZE
MRNAE MM 4 USLICH Eot AL BpHo| A M4 THEMIE RNA AIZY
cDNAE StO|E2Z H|=0| ZEE HEE RXEEE
FI7tAQI Q12| X|HE (enrichment) £= 35 2H30]| RAHESSH
2 & ASLICE ol2 st MM QAYS HARXIJt CHE THUM| X
A g AL Al ZIHSH= o|MA J|sd M2 glol o 2

o S

TEO| Chdt HE|QUA HTE 2 4 UYE of FLICL

OF
2

=0)

CHUMIE NGS 242 ¢f o7, Hst o MADer A
S TH2 AT 200l MER YA JtsdE L
Illumina Single Cell 3' RNA Prep

ARX RRO| UA A= S Ao & = Y= 2L 240t
S #E scRNA-Seq EFMAULICE lllumina Single
Cell 3' RNA Prep2| ZtEtst 5 FEE 2= mRNA X2,
HERE 3! 2to[E2{2| EH| THAIE EESHH, lllumina AR 4
AAH S HO|E 2M AT EQ0{et 2lgstH SeHEL|C.
lllumina Single Cell 3' RNA Prep?| Fl0{t d&1t ALE
8old2 O H2 Mol scRNA-Seq 7|&E =g U
7121€ Mg AYLICE

YL}, TIE Extoll= A2 Y & SlELICh M-GL-03195 v1.0 KOR 6


https://www.illumina.com/products/by-type/sequencing-kits/library-prep-kits/single-cell-rna-prep.html
https://www.illumina.com/techniques/sequencing/rna-sequencing/ultra-low-input-single-cell-rna-seq.html

HME =5

Illumina Single Cell 3' RNA Prep

HEY S22 He
lllumina Single Cell 3' RNA Prep, T2 (8 samples, 2000 cells/sample) 20135689
lllumina Single Cell 3' RNA Prep, T10 (8 samples, 10,000 cells/sample) 20135691
lllumina Single Cell 3' RNA Prep, T20 (4 samples, 20,000 cells/sample) 20135692
lllumina Single Cell 3' RNA Prep, T100 (2 samples, 100,000 cells/sample) 20135693
lllumina Single Cell Unique Dual Indexes (96 indexes, 96 samples) 20132788
lllumina Single Cell Library Prep (8 reactions) 20132789
llumina Single Cell 3' RNA Capture, T2 (8 samples, 2000 cells/sample) 20132790
lllumina Single Cell 3' RNA Capture, T10 (8 samples, 10,000 cells/sample) 20132791
lllumina Single Cell 3' RNA Capture, T20 (4 samples, 20,000 cells/sample) 20132792
lllumina Single Cell 3' RNA Capture, T100 (2 samples, 100,000 cells/sample) 20132793
Illumina Single Cell Nuclei Isolation Kit (4 samples) 20132795
lllumina Single Cell Supplemental Enrichment and Amplification Kit 20132794
Illumina Single Cell Prep Starter Equipment 20132796
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