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[llumina Single Cell 3' RNA Prep
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Illumina Single Cell 3' RNA Prep

J&l 2: PIPseq chemistryE 0| 2% BHME mRNA X

lllumina Single Cell

lllumina Single Cell 3' RNA capture and barcoding Library Prep

STEP 01 STEP 02 STEP 03 STEP 04 STEP 05

Prepare cell suspension Cell capture in PIPs Lysis and mRNA capture cDNA synthesis Library prep

DRAGEN Single Cell

Partek Flow
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Ilumina Single Cell 3' RNA Prep
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A= scRNA-Seq

® B cells

® Naive CD4 T cells
Effector memory CD4 T cells
® Effector memory CD8 T cells
® Natural killer cells
CD14 monocytes
CD16 monocytes
Type 2 conventional dendritic cells
® Plasma cells
Platelets
@ Hematopoietic stem and progenitor cells
Naive CD8 T cells
@ Cytotoxic CD4 T cells

UMAP1

High mitochondria

® Pericytes
Inhibitory neurons
Excitatory neurons

® Oligodendrocytes
Astrocytes
Granule neurons
Microglia

® Vascular
Oligodendrocyte precursors
Leptomeningeal

® Ependymal

@® Choroid plexus

(A) LHE EX

projection, UMAP)
T20 7|E AHE Al 31,613702] MIZL7t AEEA
RN P Ot pZA

RNA Prep T100 7|E A Al 158F 58 719

UMAP1

2 k| O] UMAP

I (peripheral blood mononuclear cell,

Ust oL ZE 2AF 8 £ (uniform manifold approximation and
ZE LEH ZI2 2, lllumina Single Cell 3' RNA Prep

179%2 2SS HOE. (B) 4S
A0S LIEHH Hoi lllumina Single Cell 3'
eHo| HEEUD 78%2 ELES EOE

HZ Y 7|E ALO|= Al AAH 37 ClI= MHZE = M2 2| =
HEK/3T3 T2 NextSeq 2000 A|AH! 9.8 Gb 140M 3611 38,633
HEK/3T3 T10 NextSeq 2000 A|AH 23.6 Gb 333M 10,723 31,140
PBMC T10 NovaSeq 6000 A|AE 390 Gb 2.7B 14,307 190,526
PBMC T20 NovaSeq X Plus A|AHE 81.3 Gb 674M 31,613 21,314
i | 3 T20 NextSeq 2000 A|AE 39.5Gb 590M 34,596 17,041
(%)
OFRA k| o T100 NextSeq 2000 A|AH! 176.6 Gb 2.6B 155,000 17,068
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Illumina Single Cell 3' RNA Prep
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A. Microfluidics-based scRNA-Seq (20K cells
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H 2: lllumina Single Cell 3' RNA Prep2| EE%
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Z224 Mid | High P1 P2 p3° P4’ SP s1 s2 s4 1.5B | 10B 25B
iizﬁéi?a 130M | 400M | 100M | 400M | 1.2B 1.8B | 800M | 1.6B 4B 10B 1.6B 10B 268B
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T2 3 10 2 10 30 45 20 40 102 250° 40 250° | 650°
T10 - 2 - 2 6 9 4 8 20 50 8 50 130°
T20 - 1 - 1 3 4 2 4 10 25 4 25 65
T100 - - - - - - - - 2 5 - 5 13
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CHIMIE RNA AR A

= 5 UASFLICE 0|3 ™ RAEYE ALK CHE ChA M| %] 235
=4 2 AL Al ZHSH= o &N, Tl Hlof glol o 2 ol T
TRl Tt PEILHA ATS 2L + AURS o FUO. 1. Clark IC, Fontanez KM, Meltzer RH, et al. Microfluidics-free
single-cell genomics with templated emulsification. Nat
Biotechnol. 2023;41(11):1557-1566. d0i:10.1038/s41587-023-
RQIF 01685-z
2. Fontanez KM, Agam Y, Bevans S, et al. Intrinsic molecular
CIAME NGS EM2 of A7 Holst A MADISH identifiers enable robust molecular counting in single-
S ADES o7 HORO| M M2 2AHO| JHsAS Ho|EL|C} cell sequencing. bioRxiv. 2024;2024.10.04.616561;
lllumina Single Cell 3' RNA Prep2 £ & H7X[9t £l doi10.1101/2024.10.04.616561.
OlR} DEO| B 2SS B = 2 Q= MOMI} A 3. Ali Alf MtaAnzoorfS,AAIilT, et”atl. InhnovlatlvefasZi:ts arld
HEEE 22 ScRNA-Seq S2HYLICL lumina Single diseases, Am J Cancer Res. 202474(8:4028-4045.
Cell 3' RNA Prepe] Zhcret +8 23S22= mRNA 22, d0i10.62347/VUFU1836
Ht2d 3L 2tol=ef2]| =] TS E6:||-5|.D:|’ llumina Al2¢ 4. Tirosh |, Suva ML. Cancer cell states: Lessons from ten years
MNA SUHOIE 24 ATER0{2t s SEELIC of single-cell RNA-sequencing of human tumors. Cancer
lllumina Single Cell 3' RNA Prep2| F{0{t 451t A Cell. 2024;42(9):1497-1506. doi:10.1016/j.ccell.2024.08.005
29|42 O U2 #M0ll scRNA-Seq 7|&2 g £+ U= 5. Xiang L, Rao J, Yuan J, Xie T, Yan H. Single-Cell RNA-
71318 Ma3e HL|ct Sequencing: Opening New Horizons for Breast Cancer
Research. Int J Mol Sci. 2024;25(17):9482. doi:10.3390/
ijms25179482
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