Further studies on SARS-CoV-2 variants
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Lists of variant mutations:
-B.1.1.7 (alpha)
-B.1.351 (beta) Experimental approaches

, Detailed study T cell reactivity at
-CAL.20C (B.1.427/9; epsilon) the single donor level
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Bioinformatic analyses do not suggest viral evolution is
increasingly or prominently escaping T cell responses
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Patterns of T cells recognition of current variants at the
population level
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T cell recognition of delta variant following vaccination with different
vaccine platforms and in different geographical settings

Ad26.COV2.S vaccination induces T cells that CORONAVAC vaccination induces T cells

cross-recognize beta and delta variants
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that cross-recognize variants of concern
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Homologous or heterologous
vaccination induces T cells that cross-
recognize the delta variant
AZ/BNT (N=19) =

BNT/BNT (N=24)

AZ/AZ (N=16

o)

& 5 e 5 < 5
2 @2 ~ © ~
85 0.92 35 85 0.98
e g -5 1 042 = Bty
+ Q i ¥ R = T [l = f 3
39 o 29 i 59 T
o9 o3 == o8
3 o 235 2 X —
8o o1 O B §Fo1 = 3. 01
3= B—A &= B~ g3
$=< el e &% o e s o
a —_— a o
& o—~a— 3 T T 5 T T
S SEP SN
NS NS NP
S > N° & N°
S @ & o S @
& C &
o N o
s ¥ s
= oy <
a3 3 £
- @ o
RS RS RS
O ™ O m O m
(] C5 -a
2P 29 2
o3 o3 o2
£8 28 £8
8= 8 8
%= &= &=
$< N 8 <
a a a
2] 1] 12

w® W
Heterologous ChAdOx1/BNT162b2 vaccination induces stronger immune response
than homologous ChAdOx1 vaccination

Zoltdn Banki® *, Jose Mateus # *, Annika Réssler™ * ....... Florian Krammer® *, Dorothee
von Laer® *, Daniela Weiskopf % *, Janine Kimpel® * (submitted)



Conservation of T cell epitopes in Omicron.
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The majority of mutated CD8+T cell epitopes in icron
are still able to bind HLA class | molecules
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Breadth of CD8 epitope repertoire and its conservation in variants
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Fold-change of
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