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Supplementary Figure 1. Binding of 2-36 to SARS-CoV-2 and SARS-CoV spike 
as determined by ELISA.



Supplementary Figure 2. 2-36 binding affinity to SARS-CoV-2 and  SARS-CoV (a) 
spike or (b) RBD as measured by SPR.

-50 0 50 100 150 200
0

10

20

30

Time

Re
la

tiv
e 

RU

-50 0 50 100 150 200
Time

-50 0 50 100 150 200
0

10

20

30

Time

Re
la

tiv
e 

RU

-50 0 50 100 150 200
Time

SARS-CoV-2
spike

SARS-CoV
spike

2-36 2-4

KD = 3.26 nM
ka = 2.00 × 106 M-1 s-1

kd = 6.49 × 10-3 s-1

KD = 41.2 nM
ka = 4.32 × 105 M-1 s-1

kd = 1.78 × 10-2 s-1

KD = 131 nM
ka = 3.74 × 105 M-1 s-1

kd = 4.91 × 10-2 s-1

-50 0 50 100 150 200

0

50

100

150

Time

Re
la

tiv
e 

RU

-50 0 50 100 150 200
Time

-50 0 50 100 150 200

0

20

40

60

Time

Re
la

tiv
e 

RU

-50 0 50 100 150 200
Time

SARS-CoV-2
RBD

SARS-CoV
RBD

2-36 2-4

KD = 6.08 nM
ka = 3.30 × 106 M-1 s-1

kd = 2.01 × 10-2 s-1

KD = 34.2 nM
ka = 6.98 × 105 M-1 s-1

kd = 2.39 × 10-2 s-1

KD = 73.0 nM
ka = 1.49 × 106 M-1 s-1

kd = 1.09 × 10-1 s-1

A

B



10-4 10-3 10-2 10-1 100 101 102
0.0

0.5

1.0

1.5

2.0

2.5

3.0

O
D

45
0 V

al
ue

Inhibition of 2-36 binding
 to SARS-CoV-2 spike

10-4 10-3 10-2 10-1 100 101 102
0.0

0.2

0.4

0.6

0.8

1.0

1.2

1.4

O
D

45
0 V

al
ue

Inhibition of hACE2 binding
 to SARS-CoV-2 spike

2-4
2-36
CR3022
S309

Supplementary Figure 3. 2-36 binding to SARS-CoV-2 spike is inhibited by 
CR3022; 2-36 inhibits hACE2 binding to SARS-CoV-2 spike.
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Supplementary Figure  4. Cryo-EM data processing for antibody 
2-36 in complex with the SARS-CoV-2 S trimer.
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Supplementary Figure 5. Cryo-EM data processing for antibody 2-
36 in complex with the SARS-CoV S trimer.
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Supplementary Figure 6. Sequence alignment for SARS-CoV-2 and SARS-
CoV RBD binding interface of 2-36. 



Supplementary Figure 7. 2-36 Neutralizes SARS-like coronaviruses using 
hACE2.
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Supplementary Figure 8. 2-36 neutralization IC50 (µg/mL) on the serially passaged 
virus.
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COVA1-16 (7JMW)2-36 (7N5H) S2X259 (7M7W) DH1047 (7LD1) CR3022 (6W41) ADG-2 (docked 6APC 
in EMD-23160)
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Supplementary Figure 9. Structural comparison between antibody 2-36 in 
complex with SARS CoV-2 RBD and other published antibody structures.



Supplementary Table 1. Cryo-EM data collection, processing, and 
model refinement and validation statistics.  Related to Figure 2 and 4.


