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Case series Marshall et al® Rosner et al® Larson et al'! Abu et al'® Kim et al ** etal'®
Cases, n 7 7 8 6 4 23
Case source Hospitalized pa- Hospitalized Hospitalized pa- Hospitalized patients | Hospitalized Case series from

tients in different
centers in USA

patients in 2 US
centers

tients in Italy and
USA

in Israel

patients in 1 US
center

US Military Health
System

Male sex, % 100 100 100 100 75 100
Median age (range), y 17 (14-19) 24 (19-30) 29 (21-56) 22 (16-45) 30 (23-70) 25 (20-51)
Vaccine type All BNT 162b2 5 BNT162b2 (Pfiz- | 5 BNT 162b2 BNT 162b2 (Pfizer) | 2 BNT 162b2 7 BNT 162b2
(Pfizer) er),1 mRNA-1273 | (Pfizer), 3 mRNA- (Pfizer), 2 mRNA- | (Pfizer), 16 mRNA-
(Modema), 1 J&J 1273 (Moderna) 1273 (Moderna) 1273 (Moderma)

Bozkurt B,

et al. Circulation. 2021; 144:471-484
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Event

Lymphopenia
Myocardial infarction
Myocarditis
Neutropenia

Other thrombosist
Paresthesia
Pericarditis

Pulmonary embolism

Adverse-Event Cohort  Vaccinated
Group

in Each Group

no. of persons
938,939
892,785
938,812
919,291
932,469
827,478
936,197
937,116

5

Control
Group

no. of events

2
59
21
20
12
52
27
10

Risk Ratio
(95% C1)

0.26 (0.00 to 1.03)
1.07 (0.74 to 1.60)
3.24 (155 to 12.44)
0.87 (0.46 to 1.66)
0.46 (0.19 t0 0.91)
1.12 (0.98 to 1.24)
1.27 (0.68 to 2.31)
0.56 (0.21 to 1.15)

Risk Difference
(95% CI)

no. ofeverﬁs/IO0,000persons
-0.9 (-2.0t0 <0.1)
0.8 (-3.3t05.2)
2.7 (1.0to 4.6)
-0.5 (-2.8t0 1.8)
-2.2 (-4.6t0-0.3)
10.8 (-1.8 to 21.4)
1.0 (-1.6t0 3.4)
-1.5(-3.6t00.4)

Barda N, et al. N Engl J Med. 2021, 385:1078-1090
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