20264 5H26H

Fah| BERZEEZSTFHIERE - 77 F 9B efERERVEE - RBIS
EMEA VIV VY7 9F o RUOHABEOOF 77 F 2 OREKICOWTIRETT B /NEES

BHERORAERE (TLRY R/ 7 FE : mMRNA-1283)
2026/27—X VI 279 F L OEBHE

S @ ©

© 2026 Moderna, Inc. All rights reserved. - — — —— — — —




AHDOERANE

ETILFHKEY., 2026/27FRE L —XUIZHITHCOVID-19T7 9 F UoMDEFEICEHET 5
UTOREHRzEzHBANEZLET,

1. 2026/27 >—X>DEEBEMGE T O FUICET S ETILFHDERKST
2. BFEITIOFURUEFEENG T O FoDE FERABRRE
-LP.8.1 70 F2 FEfF L /=B KRR 5 (1 S X E B FIRIFABRHAT R
3. FEEHBHIGT O F > DI R
- XFGE U BA.3.2.2 T 0 F > DG KA #T R
4. BHABDFELD

© 2026 Moderna, Inc. All rights reserved. m O d e rn O




2026/2027 —X 2 DEEMEWIED U F UICEAT B ETILF O EEFIK;

MEEHBFIET J F 2 OERE (at-riskxiE) 2T HIRHL

EHAWGRITRRETEARE LTHELELGY ., BTELICHELGO TVS, LAIOY—X U ERELGY | HEHAMIC
MITLTVWAE—DEEKREIFELAL,
2DDNEG SR, SoITHEIE L-INIREE (XFG & NB.1.8.1) £EBAI2REMNRITL TS,

XFGD KX S GHFH LLWIN T DOEZRMENMEZ THS—A. BAI22R#K(F185 ABEL ANILTHRITL TS, —EBD HhiE
TBAI22AEHAMICIEML TLAHA., INITRENMEKRELTEBETH S,

FERKXET I F o ORFRR (2026/2027—X V)

EFILFitiE. WHODHEIZIZ . XFGHT & F UANGRIEET 3 TRMICH LT E YEET B ARMHEAZL
CEERTHMBMERCESE XFGHTIFUEEBLTIS,

WHOIZ & 5 # % (WHO TAG-Co-VAC strain recommendation) :
MBDLP 8 MR ZzELHEIORFT VI F L,
bR (fl - XFG. NB.1.8.1) . F=IFBRERITL TLVSHSARS-CoV-2ZEERIZx LILE M D3R A4 F]
AR FELIEIESDEERITMMOT7T IO —FLFERATETH D,

moderna

© 2026 Moderna, Inc. All rights reserved.



https://www.who.int/news/item/16-05-2026-statement-on-the-antigen-composition-of-covid-19-vaccines
https://www.who.int/news/item/16-05-2026-statement-on-the-antigen-composition-of-covid-19-vaccines
https://www.who.int/news/item/16-05-2026-statement-on-the-antigen-composition-of-covid-19-vaccines
https://www.who.int/news/item/16-05-2026-statement-on-the-antigen-composition-of-covid-19-vaccines
https://www.who.int/news/item/16-05-2026-statement-on-the-antigen-composition-of-covid-19-vaccines

BREIIFUOE FMNERFABRER

FREREEBRIER (XEPHRIT)

P403/P401 studies - LP.8.1 (MRNA-1283.251)
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[ Part A

LP.8.1 Study Designs & Primary Objectives

Two Phase 3b/4, open-label, single arm studies

MRNA-1283 - 10 pg

(MRNA-1283 _
m P401: Part o) N =~172 mRNA-1283.251 (LP.8.1 variant)
MRNA-283: mNEXSPIKE Stratification:

MRNA-283: mMNEXSPIKE Age groups

Participants Age group
2 12 years MRNA-1273 - 50 ug , 269)

MmRNA-1273 -
ba03: Part a N=-104 mRNA-1273.251 (LP.8.1 variant) + 31 sk factor forsevere

outcomes from COVID-19

MRNA-1273: SPIKEVAX MRNA-1273: SPIKEVAX

Primary: Immunogenicity against vaccine-matched variant
LP.8.1 NAb and fold-rise at Day 29

Primary
Endpoint
Secondary: adverse events, serious adverse events for the duration of the study
( )
Exploratory Assessment: Immunogenicity against new variants
«  nAb against circulating variants (XFG, BA.3.2.2) D29 Exploratory
« fit-for-purpose assay (results above ULOQ not capped at ULOQ), Results below LOD imputed as 0.5*LOD).
. J
https://clinicaltrials.gov/study/ NCT06585241 m O d e rn O
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LP.8.1-encoding mRNA-1283 vaccine nevutiralizing antibody response

Immunogenicity in a subset of participants (12 yo+), n = 51 - 56

GMFR
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1e+05
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nAb ID50 Titer

10

* MRNA-1283: mMNEXSPIKE

LP.8.1 | XFG | NB.1.8.1 | BA.3.2.2
. ~35.2% ~27.5% ~9.2Xx
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Baseline Day 29 Baseline Day 29 Baseline Day 29 Baseline Day 29

* Increase in LP.8.1 neutralization, cross-neutralization of currently circulating lineage variants (XFG, NB.1.8.1, and BA.3.2.2)

* Reduced titers (~2- to 3-fold) against XFG and BA.3.2.2 as compared to LP.8.1 and NB.1.8.1

+ XFG and BA.3.2.2 antigenic changes and immune-evasion risk are reflected in reduced cross-neutralization titers

Duke University Pseudovirus neutralisation assay

© 2026 Moderna, Inc. All rights reserved.

Fold-rise in fiters (D1 Baseline vs D29) indicated on graphs
Dashed line — limit of detfection

Dofts — individual participant nAb titers

Geometric mean titer (GMT) — number above each bar

moderna
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Nonclinical immunogenicity studies (Primary Series)

PRIMARY SERIES
% 3 weeks /‘) 2 weeks ‘
—
Dose 1 Dose 2 Study End
1T pg MRNA-LNP 1T pg MRNA-LNP

- Primary series studies are leveraged to
assess vaccine performance directly in the
absence of pre-existing immunity.

*  XFG formulations (MRNA-1273.262 & mRNA-1283.262)
« Neutralize JN-1 family variants (LP.8.1, XFG, NB.1.8.1)
« Low cross-neutralization of BA.3.2.2
*  BA.3.2.2 formulations (MRNA-1273.261 & mMRNA-1283.261)
* Neutralize BA.3.2.2
* Low cross-neutralization of JN.1-lineage variants, including XFG
« Results confirm that the two circulating lineages are largely antigenically distinct, though cross-neutralization is
improved in the context of pre-existing immunity

* MRNA-1273: SPIKEVAX; mMRNA-1283: mNEXSPIKE

moderna

© 2026 Moderna, Inc. Allrightsreserved.




MRNA-1283 XFG performs similarly to mRNA-1283 LP.8.1 in PRIMARY SERIES

primary series to nevtralize JN-1 family variants and BA.3.2.2
« MRNA-1283: mMNEXSPIKE

Neutralization: Neutralization: Neutralization: Neutralization:
LP.8.1 XFG NB.1.8.1 BA.3.2.2
105 33738 22855 106 43800 47573 —~ 105y 29653 29706 104 380 539
= ©g0® = = E =
(o)) (®)) D 4 5_] (®))
S 1o S S ™ S
S = S soe] < 10°
s e} ) 104'! Ty
SEFTE a a 3 Q
Joi Joi g 1] S 102
2 ” S o -
< < < <
< 401 < Z 1o < 4o

» Nevutralization of JN-1 family variants (LP.8.1, XFG, NB.1.8.1, and RF.5) is similar between mRNA-1283 XFG
and mRNA-1283 LP.8.1
* Neuvutralization of BA.3.2.2 is minimal for both mRNA-1283 XFG and mRNA-1283 LP.8.1

Limit of detection — dotted line GMT - number above each bar m O d e I’n O

© 2026 Moderna, Inc. All righfs reserved. Dots — individual animal nAb titers N =8 animals per group



mRNA-1283 BA.3.2.2 vaccine candidate outperforms mRNA-1283 LERIMARY SERIES

LP.8.1 against BA.3.2.2 but not JN-1 family variants . MRNA-1283: MNEXSPIKE
Neutralization: Neutralization: Neutralization:
BA.3.2.2 LP.8.1 XFG
105 7 Bx 105 27113 92 105 416;19 220
o o o
‘6) 389 2909 ‘5) B
© 104 9 104 S 104
Qm 103 Qm 103 QLO 103
I3 I3 I3
= 102 — 102 — 102
O @) @)
< < <
Z Z Z

* Nevutralization of BA.3.2.2 is higher for mRNA-1283 BA.3.2.2 than mRNA-1283 LP.8.1
» Nevutralization of JN.1 variants (LP.8.1 and XFG) is higher for mRNA-1283 LP.8.1 than mRNA-1283 BA.3.2.2

Limit of detection — dotted line GMT —number above each bar . | I' O d e rn O
© 2026 Modema, Inc. All rights reserved. Dots — individual animal nAb titers Fold change in fiters (MRNA-1273.251 v. mRNA-1273.261) indicated on graphs 7 1 I~ ™= =0 1 1~
N =8 animals per group




Nonclinical immunogenicity studies (Booster Series)

BOOSTER SERIES
f 3 weeks ~3-20 weeks 2 weeks ‘
- — —

Dose 1 Dose 2 Dose 3 Study End

0.25ug MRNA-1273  0.25 pg mRNA-1273.815 1 pg mRNA-LNP
+0.25 pg mRNA-1273.045 + 0.25 pg mRNA-1273.167
Wuhan-Hu-1 + BA.4/BA.5 XBB.1.5 + JN.1

* Booster series studies are leveraged to assess vaccine
performance in the context of pre-existing immunity using
previously licensed strain immunization to represent
diverse immunity.

*  XFG formulations (MRNA-1273.262 & mRNA-1283.262)
«  Neutralize JN-1 family variants (LP.8.1, XFG, NB.1.8.1)
« Low cross-neutralization of BA.3.2.2
«  BA.3.2.2 formulations (MRNA-1273.261 & mRNA-1283.261)
*  Nevutralize BA.3.2.2
* Low cross-neutralization of JN.1-lineage variants, including XFG

« Results confirm that the two circulating lineages are largely antigenically distinct, though cross-neutralization is
improved in the context of pre-existing immunity

* MRNA-1273: SPIKEVAX: MRNA-1283: mMNEXSPIKE .
moderna

© 2026 Moderna, Inc. Allrightsreserved.




BOOSTER SERIES

MRNA-1283 XFG vaccine candidate elicits highest neuvtralization of JN.1-

family variants, low but measurable cross-neutralization of BA.3.2.2
- MRNA-1283: mMNEXSPIKE

Neutralization: Neutralization: Neutralization: Neutralization:
LP.8.1 XFG NB.1.8.1 BA.3.2.2
106 11.7x 58.7x — 106y RULES S £0.0¢ 106 10.7x 68.5x 105 2.3 3.4x
= j 5546 23837 2 3 7324 36845 @ = 1 318 3406 337 23004 2
S 105 2 105 D 105 o 969 2235 1135 3902
A B g7 g7 g 100
3 1044 3 1044 o 3 1044 o 3 ¢
2 S S o S 104 o
o 1034 ° = 103 o 103 o 9
g " heR S 3 S 3 043 g
- — h - — : O - — : - —
'; 102 o '_E 102 '_; 1024 | O r '_; 102
2 "1 | 2 "1 CR R 2
< 101 | < 101 | < 101 . < 101 |
- © - - (Te] - ({e] s (L=} = s s ©
N = N N [ N o} N [+ N N N [}
(] (] (] (] (] o a (] o o o (] o
mRNA- mRNA- mRNA- mRNA- mRNA- mRNA- mRNA- mRNA-
1283 LP.8.1 1283 XFG 1283 LP.8.1 1283 XFG 1283 LP.8.1 1283 XFG 1283 LP.8.1 1283 XFG
* Nevutralization of JN.1 family members is higher for mRNA-1283 XFG than mRNA-1283 LP.8.1
* Nevutralization of BA.3.2.2 is numerically higher after mRNA-1283 XFG compared to mRNA-1283 LP.8.1
Limit of detection - dotted line GMT —number above each bar m O d e I’ﬂ G

© 2026 Moderma, Inc. All rights reserved. Dots — individual animal nAb titers Fold change in titers (MRNA-1273.251 v. mRNA-1273.262) indicated on graphs
N =8 animals per group




BOOSTER SERIES

MRNA-1283 BA.3.2.2 vaccine candidate nevutralizes BA.3.2.2, low but

measurable cross-neutralization of LP.8.1 « MRNA-1283: mMNEXSPIKE
Neutralization: Neutralization:
BA.3.2.2 LP.8.1
R 104 2 4x 9 2X N 106 75.8x 4.6x
o 260 612 179 1g13 o @
\5) ‘6) 50124 2301
o) % o 10°
— ® o —
- 103 -
B 3 104
o &) o
N N 3
-.q:) 102 o ..q:) 10 %EO
— —
o Q. ....l00/. .. o 102 o
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< qo11L : < qo11L
- © - © -
® 3 e 3 ®
(m] (m] (] (] (]
mRNA- mRNA- mRNA-
1283 LP.8.1 1283 BA.3.2.2 1283 LP.8.1 1283 BA.3.2.2

* Nevutralization of BA.3.2.2 is higher for mRNA-1283 BA.3.2.2 than mRNA-1283 LP.8.1

» Nevutralization of LP.8.1 is higher for mRNA-1283 LP.8.1 than mRNA-1283 BA.3.2.2
Limit of detection - dotted line GMT —number above each bar o mOdel’n a

© 2026 Moderma, Inc. All rights reserved. Dots — individual animal nAb titers Fold change in titers (MRNA-1273.251 v. mRNA-1273.261) indicated on graphs
N =10 animals per group
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e XFGODESHHLWINIOBRMEMNMERETHDA—H. BAI22%R#I(F187 ABIELANILTHRITLTILNS, —EDHhigT
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REDHRISZEMES =M. XSFCE LK UBA3221xd T HHK@EAET ($92~31F) L=

JE B ER S BR

« XFGIRT Y F > (MRNA-1283.262) X, IN-1RIFDEEH (LP.8.1. XFG, NB.1.8.1) Zthf1L f=H'. BA3 221K T 5K E
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« BA.3.2.2%¥ 79 F > (MRNA-1283.261) [, BA322Z%FFIL =M. XFGZEZELINIRFDEEKRIIH T AR EFRMREIE
BEM->T=,

MERBIET I F O ORFIRR (2026/20272—X )

o ETILFHIE. WHODMEREIZIAZ . XFCH TV FUMNFRHIRT 2 EERICH LTI Y BEE T HHAREMEATVNI EETYT
HRNBERNEHICEDE, XFGHRIIVFUEEMBLTLS,
o INIRRIFEARELTEBETHY .. SoITHELT HEEENSTLY,
« XFGHRT I Frd, BEDINIRFEHKZE X UNRMICHML, BAI2ZEXRERNT 5.

MRNA-1283: mNEXSPIKE >
© 2026 Moderna, Inc. All rights reserved. m O d e rn O
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Next Generation COVID-19 Vaccine, mRNA-1283

e Original mMRNA-1273 vaccine encodes for
full-length spike protein of SARS-CoV-2

* MRNA-1283 encodes the receptor-binding
domain and N-terminal domain of SARS-
CoV-2 spike protein

* MRNA-1283 provides the COVID-19
component for candidate
influenza/COVID-19 combination vaccine

* MRNA-1273: SPIKEVAX
* MRNA-1283: mMNEXSPIKE

© 2026 Moderna, Inc. All rights reserved.

ITLRYD RN D 8HE

MRNA-1283

- N-terminal domain
I Receptor-binding domain

Receptor-binding domain and
N-terminal domain

RINL D INy ) AR
mRNA-1273

Full-length Spike protein,
trimeric structure

moderna
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P403/P401 studies - LP.8.1 (mMRNA-1273.251)
P403 Subprotocol 5 - BA.3.2.2 (mMRNA-1273.261)
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LP.8.1-encoding mRNA-1273 vaccine nevutiralizing antibody response

Immunogenicity in a subset of participants (12 yo+), n = 51 - 56 « MRNA-1273: SPIKEVAX
LP.8.1 XFG NB.1.8.1 BA.3.2.2
GMT 69.6 1973.3 | 479 9524 | 109.8 20647 @ 1517 8236

o ;
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Baseline Day 29 Baseline Day 29 Baseline Day 29 Baseline Day 29

* Increase in LP.8.1 neutralization, cross-neutralization of currently circulating lineage variants (XFG, NB.1.8.1, BA.3.2.2)
+ Reduced titers (~2- to 3-fold) against XFG and BA.3.2.2 as compared to LP.8.1 and NB.1.8.1

+ XFG and BA.3.2.2 antigenic changes and immune-evasion risk are reflected in reduced cross-neutralization titers

Fold-rise in fiters (D1 Baseline vs D29) indicated on graphs
Dashed line - limit of detection
Dofts — individual participant nAb titers

Duke University Pseudovirus neutralisation assay Geometric mean fiter (GMT) — number above each bar

moderna

© 2026 Moderna, Inc. All rights reserved.
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BA.3.2.2 Clinical Study Design & Objectives

A Phase 3b/4, open-label, single arm study (mRNA-1273 P403: SP05), to assess new variant BA.3.2.2 strain composition (MRNA -
1273.261 and generate data in support of strain recommendations

N =50 s

Participants MRNA-1273.261 (BA.3.2.2 variant)

2 18 years with

*>1 risk factor for severe
COVID-19 « MRNA-1273: SPIKEVAX

Primary: Immunogenicity against vaccine-matched variant
NAb at Day 15 (descriptive) against the vaccine-matched variant (BA.3.2.2)

Secondary: adverse events and serious adverse events

a4 N

Exploratory Assessment: Immunogenicity against circulating variants
NAb against circulating variants (LP.8.1, XFG, NP.1.8.1 BA.3.2.2) at Day 15.

. J

SP= Subprotocol m O d e rn G

© 2026 Modemna, Inc. All rights reserved. https://clinicalirials.gov/study/NCT06585241 =
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BA.3.2.2-encoding mRNA-1273 vaccine nevutralizing antibody response
Immunogenicity of mMRNA-1273.261 in a subset of participants (18 yo+), n=50

BA.3.2.2 LP.8.1 XFG NB.1.8.1
280.3 2096.9 374.2 1851.2 194.0 964.1 348.1 1607.2
. ~7.5x . . ~9.0X . . ~4.9X . . ~4.6X |
i
£ 10000 .
2 1000/ £ 3 : =i =3
Q & Al 1 . N
o o 7 _l_ 2l 7 g =
< 100 e
c
1044 _____. ] N AR ] N P SV ] B IS i I B}

Baseline Day 15 Baseline Day 15 Baseline Day 15 Baseline Day 15

Increase in BA.3.2.2 neutralization, cross-neutralization of currently circulating lineage variants (NB.1.8.1, XFG)

Results indicate both BA.3.2 and JN.1 lineage coverage

moderna

© 2026 Moderna, Inc. Allrightsreserved.
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NADb Titer (ID5p Log10)

MRNA-1273 XFG performs similarly to mRNA-1273 LP.8.1 in PRIMARY SERIES

primary series to nevtralize JN-1 family variants and BA.3.2.2
* MRNA-1273: SPIKEVAX

Neutralization: Neutralization: Neutralization: Neutralization:
LP.8.1 XFG NB.1.8.1 BA.3.2.2
105 33088 14553 108 28510 28233 108 104 480 248
@ ° o ‘9 18150 9713 ‘9
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| - |
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» Nevutralization of JN-1 family variants (LP.8.1, XFG, NB.1.8.1, and RF.5) is similar between mRNA-1273 XFG
and mRNA-1273 LP.8.1

* Neutralization of BA.3.2.2 is minimal for both mRNA-1273 XFG and mRNA-1273 LP.8.1

Limit of detection — dotted line GMT - number above each bar m O d e I’n O

© 2026 Moderna, Inc. All righfs reserved. Dots — individual animal nAb titers N =8 animals per group



MRNA-1273 BA.3.2.2 vaccine candidate outperforms mRNA-1273
LP.8.1 against BA.3.2.2 but not JN-1 family variants

Neutralization:
BA.3.2.2
105 18.2x
= 304 5547
O)
3 104 °
3
0 403
3
— 102
0
<
< 1o

Neutralization:
LP.8.1
—~ 105 15650 86
o e
2
9 104
3
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3
= 102
0
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PRIMARY SERIES

* MRNA-1273: SPIKEVAX

Neutralization:
XFG
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* Nevutralization of BA.3.2.2 is higher for mRNA-1273 BA.3.2.2 than mRNA-1273 LP.8.1
» Nevutralization of JN.1 variants (LP.8.1 and XFG) is higher for mRNA-1273 LP.8.1 than mRNA-1273 BA.3.2.2

Limit of detection — dotted line

© 2026 Moderna, Inc. All rights reserved. Dots — individual animal nAb titers

GMT — number above each bar

Fold change in titers IMRNA-1273.251 v. mRNA-1273.261) indicated on graphs

N =8 animals per group

moderna



BOOSTER SERIES

MRNA-1273 XFG vaccine candidate elicits highest neuvtralization of JN.1-

family variants, low but measurable cross-neutralization of BA.3.2.2
- MRNA-1273: SPIKEVAX

Neutralization: Neutralization: Neutralization: Neutralization:
LP.8.1 XFG NB.1.8.1 BA.3.2.2
— 106 16.1x 43.3x — 106 13.6x 28.3x — 106 9.4x 26.7x — 105 1.6x 3.0x
o o o o
‘5) 13071 31:22 ‘5) 13029 23747 ;) 540 5094 429 11472 ‘5)
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i _ ] 3 = 10
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mRNA- mRNA- mRNA- mRNA- mRNA- mRNA- mRNA- mRNA-
1273 LP.8.1 1273 XFG 1273 LP.8.1 1273 XFG 1273 LP.8.1 1273 XFG 1273 LP.81 1273 XFG

« mRNA-1273 XFG drives a stronger neutralization response against JN.1 family variants than mRNA-1273 LP.8.1

* Nevutralization of BA.3.2.2 is similar after mRNA-1273 XFG compared to mRNA-1273 LP.8.1
Limit of detection - dotted line GMT - number above each bar m Od el’ﬂ G

© 2026 Moderma, Inc. All rights reserved. Dots — individual animal nAb ftiters Fold change in titers (D71 vs. D86) indicated on graphs
N =8 animals per group




BOOSTER SERIES

MRNA-1273 BA.3.2.2 vaccine candidate neuvutralizes BA.3.2.2, low but

measurable cross-neutralization of LP.8.1 « MRNA-1273: SPIKEVAX
Neutralization: Neutralization:
BA.3.2.2 LP.8.1
2. 9x 3.4x 51.9x 3.3x
~ 1043 — — — 108 ®
% 230 677 306 1033 %) 23337 1997
o Ps 00® o 10°
| |
4
Te} 000 T} 10 (@)
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MmRNA- mRNA- MmRNA- MmRNA-
1273 LP.8.1 1273 BA.3.2.2 1273 LP.8.1 1273 BA.3.2.2

* Nevutralization of BA.3.2.2 is higher for mRNA-1273 BA.3.2.2 than mRNA-1273 LP.8.1

* Nevutralization of LP.8.1 is higher for mRNA-1273 LP.8.1 than mRNA-1273 BA.3.2.2
Limit of detection - dotted line GMT —number above each bar m O d e I’n G

© 2026 Moderma, Inc. All rights reserved. Dots — individual animal nAb titers Fold change in titers (MRNA-1273.251 v. mRNA-1273.261) indicated on graphs
N =10 animals per group
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