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80 80 80
'g Cat. # RR064 'g 704 Cat. # RR600 'g 70 Cat. # RR650
B 3 o 2w
£ w £ 50 £ %
£ £ » £ &
g - g &
i 20 v 3 322 3 2 e
B ooj——————— 8 g / //'/
8 I S A IR S
g 3 - L
2 2 -0 2 o
MR EEEEEL K] 0 F o 5 20 2 3 % 40 45 0 F o T 20 2 %0 % 40 45
Cycles Cycles Cycles
N2 (FAM): 5, 50, 500, 5,000 & 50,000 copies
8 80 80
T Cat. # RR064 ¥ 70{ Cat.#RR600 T 70{ Cat.#RR650
5 60 2 e 2
£ w E s == E o
£ 7, E a Ios E g
E » ; 5w / / § ® 777
: // 2 % /1] % /7
I 8y Iy § A
g, Y D/ S vy
H g -1 g o =
5 1o 15 20 25 30 35 40 45 0% o 5 2 25 3 % 40 &5 5F T T 20 2 %0 % 40 45
Cycles Cycles Cycles
N3 (FAM): 5, 50, 500, 5,000 & 50,000 copies
" o o 12 1. Takara2| one-step Real Time RT-PCR HMIES
:g: Cat. # RR064 E 70{ Cat. # RR600 'g 704 Cat. # RR650
3 o 3w e 0] &%t 5 ~ 50,000 copies2| COVID-19 HE of
E a0 A g 5% ——== & 50
£ 7/ E 7= E [
- // : ‘ I 2 AEZut= AHSHUAE (CDC)IM e O
8 / 8 g . ey
§ S 5 = E . EEZZ 0|&510] Takara BioHlA A&stRCH, 2 O
10 oy
g g . | [ P - O|El= CDCO| £Q18tX|= LULE.
"0 5 10 15 20 25 30 35 40 45 "0 5 10 15 20 25 30 35 40 45 70 5 10 15 20 25 30 35 40 45
Cycles Cycles Cycles

MHMAIZZ2EE XA virus 45 - RNA MHIY 229
S&tM 3} X2]=l Influenza A virus HIN12| ZH= of

PrimeDirect” Probe RT-qPCR Mix= EX2| RNA FH|2pY 20| Cst MAHAZE XIF ME0| 0|88 & AN, ATt L ABE
0FZ £ Qe R0 ULCH (IR 2). Takara Bio= PrimeDirect” Probe RT-qPCR MixZ 02510 Ot2H2| ASnpH0f| w2t MHA|Z
Ol &I HINTS HES5HCH E243} X2t Influenza A virusS TZALIME, HIZME EfH0] 242 2 x 10° - 10° copies/ S
H7I5HALCE
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COVID-19 A7 E #8t Takara2l €84

HAE MZ A2y Reagent Volume
200 02| PBS buffer0f] FZAITINZ MES 7H|5t PrimeDirect™ Probe RT-gPCR Mix (2X) 12.5 w0
TLHOME | HES BHEUSE NS 4E5M 1 e Forward Primer (10 uM) 0.5 ug
PCR 2SOl At8 Reverse Primer (10 uM) 0.5 ug
200 u02| PBS buffer0i HIZMES x5t qPCR probe (10 uM) 0.5 o
HIZME HES HHREU SEUS HEM 1 wE Test sample 10
PCR 2SO AFE Influenza A virus HIN1 (2 x 10°-102 copies/ug) 140
Eloy 1 102 A PCR 120 AR Ailase Free A,0 Il
Total 25 ud
2 20107 § 2] = [ 2 x 107
g 16 Mouth swab ~ 2x10’ g 16 Nasal cavity swab 2 102 g 16 Saliva
g 121 £ 121 g 121
E s] ax1? & 8 2x10' & g -
3 8 8
§ 4 § 4 § 4
| P CE— § o e § o
g al s 5
S 4\ R S A
E 0 5 10 15 20 25 30 35 40 45 © 0 5 10 15 20 25 30 35 40 45 © 0 5 10 15 20 25 30 35 40 45

Cycles Cycles Cycles
32 2. PrimeDirect” Probe RT-qPCR MixZ 0| 235101 MXA|Z25E| =1 Viral RNAS A&
HIZME & EfH0|IM= 20 copies, FEHTIME MEO0M= 2 copies THX| =2 A2 AEEACH

COVID-19 A= T2 EE2| Primer/probe set2t2| St =10l
Takara Bio= YAt2| One Step PrimeScript” Il RT-PCR Kit2+ PrimeDirect” Probe RT-qPCR MixZ 0|&5t0f COVID-19 Z#&

AlSIS RISHEIALCT
Primer set= O|=2t $=2| AHSHYME (CDC), WHO, U2 IHALSHTA ( Bl ALE
SUSH MES AIZSIILE 249 L= T (templat)2] E40f M2t CIEH, Y2 NID Z2EE2 NIDERH I1|43- 2 FHS
A3, 1 2| AYT0= Takara BioOlA &4t RNAS AFESIICt AtMIgh MEx & HZnte= O7tEE|0 &
‘COVID-19 Research’ H|O| X[0f| A 2Qlgh 4= QULCY,

C}712tHH0] 201 M Tlliet M2 SHE0 U= Z2ES0| MFCH, 25 7|20l 2|5k [7Lt, L2 REDEOIM Z| M-S HXIXK| LUSLICH

ol ASH
A= A= HI0|E1._ OlA|S] SMo =20t HSEH, XMSt ZRZESE AME EME F11 HIELC

3 HHESMHOUMENME DA HMES 0[50 COVID-198 AESH =22 YHSICH (Zhu et al. 2019).
Zhu, N. et al. A novel coronavirus from patients with pneumonia in China, 2019. N. Engl. J. Med. NEJM0a2001017 (2020).
- 47| =29 supplement appendix &=

COVID-19 AH5t0j| =|= QI C}7t2t Real Time PCR HIZ 2(2!

Code N2 =]
RR600A One Step PrimeScript™ Il RT-PCR Kit 200 2|
RR600B One Step PrimeScript™ Il RT-PCR Kit 1,000 2
RRO064A One Step PrimeScript™ RT-PCR Kit (Perfect Real Time) 100 &
RR064B One Step PrimeScript™ RT-PCR Kit (Perfect Real Time) 500 2|
RR650A PrimeDirect™ Probe RT-qPCR Mix 200 2
RR650B PrimeDirect™ Probe RT-gPCR Mix 1,000 2|
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Next-Generation Sequencing (NGS)= &4, &8, AIZQERH HIO[2{AE AESIT 1 S48 ol & U=
A& 2 QUCH (Kustin et al. 2019). £t NGS= HTALR}F 2= Q10| £[X9| X|2H U=
SITt. Takara Bio= COVID-195 Zefet 02 20N ME 24 7|8HE M8 +

RNA-sequencing ME2 Hl38tct.
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Monitoring of the environment

212], 20|94 20| CIYet NUSZRE HO[2A 22 M7 UHS QU 4 AU M HYS BUEG| YHAE OFF
r

Takara Bio2] SMARTer RNA-seq HIZS2 M2 A9| RNAZEH HZE Q= AE0| 7H5E 2 42 random primingS 0|26t
HTAES S Sl 24 M7} CHFst RNAMIE X8t 4 QUL £3], SMARTer® Pico v2 RNA-seq £ SMARTer® Stranded
RNA-Seq KitE 0|&3H 1 ng 2Lt M2 22| total RNAZRE| RNA MAHHIE profiling & & ULCH,

Input RNA M=% Code CE
634836 12 3

_ 634837 24 3|

100pg~10ng | SMARTer® Stranded RNA-Seq Kit 634838 18 3
634839 % 2|

634411 12 3

250pg~10ng | SMARTer® Stranded Total RNA-Seq Kit v2 - Pico Input Mammalian 634412 48 =
634413 % 2|

Understanding the effects of viral infection
Takara Bio2| SMART-Seq Single Cell kit2t SMART-Seq VAMIE2 HIO|2{AQ] ZIDt X2 THHOA S FHAL LS HetE
P

a
single cell &2} bulk & ZF0HAN 248 5 7| 0], & ’é*?_f X|=H2| JHL0 A E 4= ULL O] HEZS 0|E5HH TALH ||
full-length MES 22 5 A7| WE0 isoform #ZtLE SNP, EE= splice HO|HM|0 CHSH 2A S TIgiet o~ M, 0| S5l 0|

oA ZFa Xz M| S Olsfioh=tl =52 &S + UL,

25 polE=e] Code g
634470 12 3

. . . 634471 48 3|
Single cell 24| SMART-Seq® Single Cell Kit 63447 %
634888 12 2

634889 24 3|

Bulk &4 SMART-Seq® v4 Ultra® Low Input RNA Kit for Sequencing 634890 48 3|
634891 % 3|

(@TakaRa o



COVID-19 A3 E ¥

Monitoring the immune response

HIO| A0 ZHEIUS et X|= 2H0A 2] HA HISS 0[3H5H7| ISHAl= HAMRIS| profiing2] M3t 284S 0[5HcH= 20| SSICE.

G2, COVID-190f] ZHEIAZS M B cellt T cell22EE ClonotypeOfl T M7 LMSH=X] X MEHQt 2 = clontype CHF

Aol 0|2 F0| U=X|, X2E Solf o{Het Y-S H0|=X| §, B2 = Qg Feks S2Is=E = UL

Takara Bio= 0[2{gt F&tS 242 = U= human BCR2t TCR profiling 7|EE ME5tl AUCH, Ol= SHIE HiX2t =5 HHIE
Q5 E2E 4 Lt

0

o
o

=X =Y Code 8
634466 12 3

=P ® o .
BCR &4 SMARTer® Human BCR IgG IgM H/K/L Profiling Kit 634067 T
635014 12 2]
TCR 24 SMARTer® Human TCR a/b Profiling Kit 635015 48 3|
635016 96 2|

[References]

Kustin, T. et al. A method to identify respiratory virus infections in clinical samples using next-generation sequencing. Sci. Rep. 9, 1-8 (2019).
Wu, F. et al. A new coronavirus associated with human respiratory disease in China. Nature 579, 265-269 (2020).
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hiPSC—-based viral infection models

SARS-CoV-2&= F2 AIQ| 7|k L HIOMEES HEA7|= A= Y2 U2LL, CHFst AL AMOIA ZEMIZE 3 HIZ LH2H| HIE,
MTMIZZRL 20| ACE2 receptors Usidt= CHE R&2| MZ0x= ZE S2{0| UCH= 0| 1= QUL (Yang et al. 2020). 0[2{t
COVID-192] HQI17|ME 0|5H5t X} 6= HAXISS Q|5 CIFI2HHI0| 2= hiPSC S2H2] ME BHES X5t QICH hiPSC S212| 7t
M, beta cell, AZM|E, ARMIIMEE Z55H= HIQY A|AEIOZ HIO[2{A0| ZHEE|HLE ML= IS SRIEHO 2 M COVID-19

gits B MZ2 YWHS =0 20| 2 &= UL T7I2HHI0|1 28] hiPSC Rl MES2 primary cellt fARRH 7|51 EES 71
Z = 7 ULH, COVID-19 S+E LI&E5HA TSt oh= ATAS A Ol &X21 MEZLZZO|CY,

ADME-Tox studies

COVID-19 X|2E 2Igt ME2 2= FHE ’;<< rLH7I QiME A2l E4, 2L, tHAL £H| 2 =4 (ADME-Tox)=
2T =2 M EE'OI LQSICL in vitro AIAHS in vitroMIAECE AA| L &S XM 88 2O M oS
MO U2 Y= SHE 0|8 = U St

CI7t2tH0| 2 0 A I1|-‘-6|“— hiPSC Q212 ZHIZE, AZME= primary celldt QAIE EME X, U2 SHO| ZIEMI MI=EMS T
7hgh 2 QULE, ZH2 AL 22 CHAL| SHHOZ 04517101, hiPSC K2 ZEMIZE 0251 in vitro A0f|lA] 22 HALS IS E 4 QUL
Primary hepatocyteZ 0|25H= ZA<0il=, Cellartis® Power™ Primary HEP MediumQ.2 H{F5HH Xt7|7H0| Q= CHA 1P S HESHA|

BiE 4
& 4 201, 2o

SIoIgh 4= Ut

47 50 =S MUS2 20, hiPSC FaH2 AZMIIMZE (hiPSC-derived intestinal epithelial cells)E 01&dl 2= 7| &t &4
£ Tore &= Qo Ol 2= 3H S 52 0| tight junctions 445t & OtL|2t, 2= CHAL £4.2t transportersS {2I5HA | LUSASICE
0|2} Z0[, hiPSC R MZE HES ARZSHH AZ0| A IO O1EA 22 X| FESHH IS o= U0, L Al>UNS 83 7ts
d= =49 = 0

COVID-19 Drug discovery0il Z/X{9I C}7}2} HIE

2 Code HZE 2
hiPS cell line Y00275 2| Cellartis® human iPS cell line kit 1 Kit
hiPSC B ¥ HiX| Y30010 Cellartis® DEF-CS 500™ Culture System 1 Kit
=8 7HM[ I Y10133 2| Cellartis® Enhanced hiPS—-HEP v2 kit 1 Kit
ZEM| I 23t YK Y30055 Cellartis® iPS Cell to Hepatocyte Differentiation System 1 Kit
Primary hepatocyte &7| H{2F B X| Y20020 Cellartis® Power™ Primary HEP Medium 250 mg
=8t HE B ME Y10100 2| Cellartis® hiPS Beta Cells kit 1 Kit
=8 M Y50025 MiraCell® Cardiomyocytes v2 (from ChiPSC12) Kit 1 Kit
=2t AT MIE B BiX| Y50023 MiraCell® CM Culture Medium v2 1 Kit
=3t AYMTIN Y50035 Cellartis® Intestinal Epithelial Cells (from ChiPSC18) Kit 1 Kit
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Various types of cell model derived from hiPSC

Hepatocytes
Cellartis® enhanced hiPS-HEP v2 M= 142! 72| assay window SOt 455t 7H MIEZ ENS XISEOZ LIEHHOZIY ZIME 7|5 &
TOIl AFSE o= U1, CHAF Riet REIE MOF It oFF CHAL 2! =4 S720] O[4Z{0|C}, O ME= =gt ZH MIZE0IM HO0l= 2 O0FA

=
T US 8 OtL|2} albumin, urea 2HISD} glucose, lipid2| ZH 7|5 S| EAMS HQSID QUCE Do HIO2A 24D} Mk 1}

mRNA expression of albumin and «1AT El mRNA expression of urea cycle enzymes
10

[}

ALB alAT

CPS1  OTC  ASS1  ASL  ARG1
M hphepdl W Ci2diz W Cladiz W Cz2dh2 M hphepch W C12ch2 W Cladiz M C22d12

log, intensity (relative mRNA exprassion)
-
log, intensity (relative mRNA exprossion)
-

Enhanced hiPS—HEP cells display markers of mature hepatocytes. RNA-seq2 Saf|, ZHIZE F 0712 mRNA 23is Hak 2451t
(Panel A) 352| hiPSC (C12, C18, C2)22E 2= hiPS-HEP M2 (3HS £ 122!)2} primary hepatocytes (hphep cells, siE Z 12)0flA]
ALBI} alAT LIS H|WSIACt,

(Panel B) S5t RZA0fIA 2t MIZZ2| Urea cycle enzyme mRNA 312 SIQIGHALCT

* ALB = albumin; a1AT = alpha—1-antitrypsin; CPS1 = carbamoyl-phosphate synthase; OTC = omithine carbamoyltransferase; ASST =
argininosuccinate synthase; ASL = argininosuccinate lyase; and ARGT = arginase—1.

* Data are presented as mean values + SEM. "
P O] B2 G[O[E{E HAIHD SR
T

Cardiomyocytes

Cellartis® cardiomyocytes= hiPSCZEE IR ZYUst EXLE ZH= AZMEZ MZ2 S SH gz of2|shHd oty ME =M
EHIAESQL 22 200 Z2E 4= QUC}. 0] MEE 217t primary cardiomyocyte@t IR QAISH H7| M2|std EMS HQICH [ESH AMX}
o=

o = -4 a
S0l ol 22 2SS 20| 2RU=UCE oiig MEs BEo ME IPY0|L RTA; 25 1HY Q10| I &S8HQl o2 2=t
EES 0/8010] 2EUCH, QUZH Y 2] S0|LE CiFS| T7| Y[t 20 §8H22 0|8 E QL.

Force [mN]

Time [s]

Cellartis cardiomyocytes can be used to generate engineered heart tissue (EHT).
(Panel A) &2 =% 2PH2| EHT AR

(Panel B) A7t Ao M2 A2 = 53 =l o @2 HI0EE EAl2E 8852
o
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Beta cells
Cellartis® hiPS Beta Cells= H{jOt LIS RIS X|XelE 23t I2EZSZ 2310, o1&l 2H
=]

| 2 ZHO| Zofois RIS
A3242 B2 GSIS 24, incretin ¥HS A7 SO ALSE|T ULt CIFIRIHI0|RE 21243t TISXIZEE RIEShiPSC 20| 23t Al
Zo} St PIZI5HHLA 93 (HLA-A* 02 01) THRIE TISAZEE RES hPSC 20l 23t ME, & & 50 MZS A3stD 2

C}. £ HZ 25 Beta coll SO|XQI QIR0 Q122 C-peptideS LalstT, Q142 ARES EFHOR st S0IME 5| HSES

lOI

SIOISIRILCY, [MH2kA], HIO|2A ZHHO Z 215t Beta cell2] AU &E2E|7|0| S26IC},

mRNA expression of beta-cell-specific genes

140 hiPS cell-derived beta cells consistently express key beta cell
_ 120 mRNAs. & 32| hiPSCE2E =23tet beta cellS s = 1427t Hi kSt
% 100 CtZ, primary islet2t RNA-seq= &0l mRNA &3S HHXHO=Z H|W
£ w 2MBIHCL,

g 60 * PDX1 = pancreatic and duodenal homeobox 1; GCK = glucokinase;
T w0 SLC2A1, SLC2A3 = Solute Carrier Family 2 Member 1 and 3; MAFB =
2 5 MAF BZIP Transcription Factor B; NKX2.2 = NK2 homeobox 2; NKX6.1
5 =il = NK6 homeobox 1; and NEUROD1 = Neurogenic differentiation
FURNS G)\’&‘? Gydy & @ edfo-;é(\oo" * Data are presented as the mean values + SEM.

M ChiPSC12 mChiPSC22 M Primary islets
C| W2 HI0[HE EAIH E&siH2
<

Intestinal epithelial cells
Cellartis® intestinal epithelial cells= hiPSCZEE

=
9| ADME profiling, 2f2 £t 240 &2€ £ 0
OfL|2t, QIZh CHERE MIZEZQI1 Caco—20i| HISH CHAtE A
intestinal epithelial cells& 0|&5}1H 2F= CHAL &

St AZYTMER, 2Z0A °'01|-fE o2 54 I [HALR} AlF JHE TFHOf|A]
[ Ol MZE 71SH0| 1 23 7HS 5 ElS SM5I0, vilindt CDX2S Lie &
CYP3A4 2! transporter PEPTI0IA O && w&ig HOICt m2tM, Cellartis2)

2 9 ASRIG WO ZE T FEGP 05 4 Lt

=
S

Cellartis intestinal epithelial cells recapitulate the microenvironment of the small
intestine. Tight junction®liA] 'Yei5t= ZO-1 HHEEIS M & FMMS [ff, SHS
Ct

IH

Q2

S 52TH0]| M|ZE LY tight junction (i.e., zonula occludens)2 2218t 4= QU

o %2 H0|EE HAIYS S25H L
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Vaccine development
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NSARS-CoV-22| MO = virusOf| CHSH HA B3 2 K o= U= epitopeE &
HE SE= THED UL,
Takara Bio= 0[2{5t G112 X|&517| Yloh Wl 74 2ol 2] Cist MES MBSt ULt

000~ daa

HH A 702 workflow

—
1. Sequence viral 2. Select vaccine taggets vased 3. Clone vaccine targets 4. Express & purify vaccine targets
and host genomes on bioinformatic analysis
7. Conduct clinical trials 6. Screen immune sera for 5. Immunize mice with caccine targets
with selected final antiviral activity and
vaccine candidates optimize vaccine candidates

Viral and host genomics

SARS-CoV-2 viruse| HY HtSS FUst= ChYer & epitopeE &I5H7| {I5H, whole-genome
sequencing (WGS)2 EX0|Ct PAt= SARS-CoV-29] ful Iength viral genome MES 2415t7| 2|l
SMARTer® Stranded Pico v2 kitE X%t AtH|S ERQ5t1 ULt

COVID-190f| ZEEAAL} 2|55t ARHOZE2E RNA-seq2 0|ES immune profilingS ZIgH5HH,
o} HHAL ERZIO| CHEE FIHXQI MEHE HS 4 Lt EAIS] TZE SMARTer® Human BCR and TCR
profiling kitsE 0|85t AE AHLRE 3|S7HXA| HH0| TIg == S22 BCR (B—cell receptor)2t TCR

=
(T-cell receptor) clonotype repertoriesOfl CHgh A5} = U,

-

o9
rio

=
24

HJIHI
ruz"

Bioinformatic analysis

Viral genome2t host BCR, TCROIl L&t immune profilingS &HQIZHCHH, 0| bioinformatics2 =416H0
SARS-CoV-2 &g Y5|11 viral surface receptors@t Z2 EiAl EtS MESHOF STt SMARTer®

— Human BCR IgG IgM H/K/L Profiling KitS 0|83, clonotype number2t V(D)J M2 HEOf| CHoll 24
& & olCt,

(@ )TakaRa S
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Clone vaccine targets

High—throughput cloning0| 7H58t In-Fusion® HD Cloning 7|&& O|25}H, viral receptor2t 2iAl
constructs HEH 158 4 UL

*Highly efficient 0.5 ~ 15 kb At0]2] insert 2 7|0l 95% 0|42l cloning &&

*Sequence independent | Any insert, Any vector, Any locus cloning 7t&

*Seamless construction | =ZQ35t H7| F7t QS

“Versatile StLte| MZE 22 Multiple insert cloning®E{ site-directed mutagenesisZ7tX| 7+s

[ In-Fusion® HD Cloning technologyS 0|&%8t SARS-CoV-2 37 =2 |
- Kato, H. et al. Development of a recombinant replication—deficient rabies virus—based bivalent-vaccine against MERS-CoV
and rabies virus and its humoral immunogenicity in mice. PLoS One. 14, DOI:10.1371/journal.pone.0223684 (2019).

- Letko, L., Marzi, A., & Munster, V. Functional assessment of cell entry and receptor usage for SARS—-CoV-2 and other
lineage B betacoronaviruses. Nat. Microbiol. 6, 562-569 (2020).

- Terada, Y., Kawachi, K., Matsuura, Y., Wataru, W., Kamitani, W. MERS coronavirus nsp1 participates in an efficient
propagation through a specific interaction with viral RNA. Virol. 511, 95-105 (2019).

Express and purify vaccine targets

e =
His-Tagged Purification kit2 &/ &t 4= ATt

spin column/plate/filtration deviceE 0| Zal 220 A 5~15& L H2|otH|

*Fast, convenient workflow
T A FH|

“High purity 2 ped volume2 2 LES 5 MS

*Compatible with a EDTA, DTT, BME, glycerol, TCEP S CH¥st HM7tH|Qt &[0,

wide range of additives HI Wi Glo| ALE

“Versatile Mammalian/Bacterial cell lysate2t MZE B & SHOIN A EH 7t

[ Capturem His technology2 01&%t SARS-CoV-2 A7 =&
- Do, V. T. et al. Recombinant adenovirus carrying a core neutralizing epitope of porcine epidemic diarrhea virus and heat-
labile enterotoxin B of Escherichia coli as a mucosal vaccine. Arch. Virol. 165, 609-618 (2020).

- Martinez-Hernandez, S. L. et al. An anti-amoebic vaccine: generation of the recombinant antigen LC3 from Entamoeba
histolytica linked to mutated exotoxin A (PE Alll) via the Pichia pastoris system. Biotechnol. Lett. 39, 1149-1157 (2017).

(@TakaRa
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COVID-19 vaccine developmentdi|

Immunize mice with vaccine targets, screen sera for antiviral activity
and optimize promising candidates

At I ZH= SMARTer® Mouse BCR and TCR profiling kitsS 0|&35tH &

2 2E 327K T
xlgg]

S2t2| BCR (B-cell receptor)t TCR (T—cell receptor) cIonotype repertor|e301I oist HstE
ULL IS Us i SHEAUS2 SSDH0M HIO|HA & HSO0M2| SA|, T M| HetE

M S 5
MBORM A WS TS 4 UCH

J
|l

|m,|u

|7J

w3

il

Assess effectiveness of selected final vaccine candidates in clinical trials
HY HEZ2 DLHE o617 M=

Y =
TCR repertoire profilingS S3H, cIonotype9| HSIE FetotA gfole 4= ULt

21Xl Ch7tt ®MZ

gk Code NZH g
634467 SMARTer® Human BCR IgG IgM H/K/L Profiling Kit 48 3|
Human

: - 634431 SMARTer® Human scTCR a/b Profiling Kit 6 2

immune profiling
635016 SMARTer® Human TCR a/b Profiling Kit 9 =
639650 In—Fusion® HD Cloning Kit 100 &
High-throughput 638920 In-Fusion® HD Cloning Plus 96 =
Cloning 639691 In—Fusion® HD EcoDry™ Cloning Kit % 2
638915 In-Fusion® HD EcoDry™ Cloning Plus % 3
CHEF THE A Al 631402 BacPAK™ Baculovirus Expression System 1 set
635714 Capturem™ His—Tagged Purification 96-Well Plate 1 plate
His—-tagged . . =
St crux x| 635724 Capturem™ His—Tagged Purification Large Volume 4 3|
635713 Capturem™ His—Tagged Purification Maxiprep Kit 6 =
Mouse 634424 SMARTer® Mouse BCR IgG H/K/L Profiling Kit % 3
immune profiling 634404 SMARTer® Mouse TCR a/b Profiling Kit 9 3|

(@TakaRa
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“ C\J Therapeutics research

~

4> 19 19 0% r>

=

=
ST H ARDS TS HAAHLEM LIELIE W92 HOIC} Lot MSC= I HRES 2=H7
A

| 2ol MSCet 2HIZES E&dl=

ol

M2 COVID-19 A= Qlofl Aol 25 22 S &

C} (Leng et al. 2020; Sengupta et al. 2020).

I

Cellartis MSC Xeno—Free Culture Medium
I3 (CD marker &8, CHRsks) RXIZ, Z|Xo| ME D2 A|AH X2
- Zt245H SHH B S3 (X|0H 100x / week) Q2 M| X|2X| HA0| E25}7|0) 25t Yol NI &=

o
« Coating material @0] Hi¥&! 4~ U0, R4 ut AL 0|4 SCH

Capturem Extracellular Vesicle Isolation Kits
* Miniprep2| Z< Z|CH 850 0, Maxiprep| Z<? E|CH 24 me2| Mx| MEZLE] 302 O|LHO &= Extracellular vesicle (EV) ZX|
- 24 MY HE0| S28 Y EV HH Tts
(Miniprep2| 242 Z|CH 1010 yield, Maxiprep2| Z< ZItH 1011 yield)
« ZHIE EVOIA exosome THEHE OF7 Ldd S0l
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