1. >~ <" 7" .>hCovidl9' A" "~

nN<WA' mhi "' <hg¢:
B‘ >h 1 § <VJ ‘erv"/\fT»{<h‘ Art%\_nh >| & o
my ¢ md [h ™ h At €Y <h™



-

' )
Endothelium
¥ >,

i
i
v
Endothelial dysfunction during COVID-19
I

[
[
\ 4

ﬁndothellalfunction\

under physiological
conditions
Maintenance of
vascular integrity,
inhibition of excessive
thrombosis, smooth
muscle cell relaxation

Platelet adhesion, leukocyte aggregation,
[Complement activation] cytokine release

S 7

Microvascular
thrombosis

Gavriilakig, et al CurrHypertRep 2020

2



F Classical F
pathway

Cda
C4
C2b
C1}-...
v \~ ///
~ -
Y/ A S
C3
convertase
Cell

Lectin
pathway

eS8

recognition
molecules

C3

Cc3 tickoverl

C3(H,0)

/-FB
\pBAé

FD

VIV ;
c3 C3b Bb i
convertase P !
‘\___.CBb
AP amplification |
loop &

* Alternative
pathway

. convertase

" Terminal
complement

Coagulation,
inflammation,

platelet activation,
leukocyte recruitment,
endothelial cell activation

i
CBaF C5a

G5
LCSb C6,7,8,9
R/ l

C3b C3b

iy

GauvriilakiE, et al. Blood 2021



Proximal complement Terminal complement

Alternative
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ANGS targeted gene pandProbes were designed using the Design studio (lllumina).
Amplicons coveexonicregions of TMAassociated gene@Complement factor
H/CFH, CFkelated, CFIl, CFB, CFD, C3, CD55, Cshdi@BpomodulidTHBD,
ADAMTSI)] Libraries were sequenced oManiSegSystem. Analysis was
performed withTruSeqAmplicon, and variant calling with Somatic Variant Caller in
ISNXEAYS Y2RS | yR @INJIYU £ SES TNBI
significance was based @linVarand the current version of the Complement
Database, as we have previously described.
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