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Illumina Single Cell 3' RNA Prep
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X-|E|ofE=|'31 o 820| 2 pIp 522 AF8sH ElLCt @ Naive CD4 T cells
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HO'”A-I AAIDI‘ 7H Ol A“EE _'I'tél-l'?‘ °|'7'” X'I E‘loa ® Effector memory CD8 T cells
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(A) A BEE QIZH P2k ol okl M|IL (peripheral blood mononuclear cell,
PBMC)2l ot oiL|ZE A 8 £ (uniform manifold approximation and
projection, UMAP) Z1tE LIENH Z4S 2 [llumina Single Cell 3' RNA Prep

T20 7|E AHE Al 31,6137H2 ME7t AZEEUD 79%2 Z2ES E0E. (B) 4&
ZE0IM EE2 O0pRA & o] UMAP B2HE LIEHH 2 Z | Jllumina Single Cell 3'
RNA Prep T100 7|E A8 Al 158 58 79| SHo] HA=E AT 78%°] XL ES BHF

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

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 AlAg] 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
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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
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cDNAE StO|E2Z H|=0| ZEE HEE RXEEE
FI7tAQI Q12| X|HE (enrichment) £= 35 2H30]| RAHESSH
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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
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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
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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
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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
Single Cell Vortexer and Accessories 20145920
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