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Supplemental Information

Table S1. Summary of the numbers of obtained B cells and antibody

clones from 11 convalescent patients. Related to Figure 1 and 2

Table S2. Summary of the characteristics and symptoms of the 11 COVID-
19 patients. Related to Figure 1

Figure S1. Related to Figure 1

(A) Schematic depicting the screening strategy used to sort B cells from SARS-
CoV-2 convalescent patients and antibody identification. (B) Flow cytometry B
cell sorting from PBMCs of 10 convalescent patients (data of 505 sorting not

shown).

Figure S2. Related to Figure 2

(A) Summary of ELISA binding data of the selected SARS-CoV-2 specific
monoclonal antibodies. (B) Flow cytometry analysis (FCA) of representative
antibodies binding to SARS-CoV-2 S protein expressing on A549 cell
membrane, 10 thousand cells in 100 pl were incubated with antibodies 10nM.
lgG-Fc-PE antibody was used as control. (C) Results of binding ELISA to
SARS-CoV-2 Spike NTD.

Figure S3. Related to Figure 3

(A) ACEZ2 binding to SARS-CoV-2 Spike protein expressed in A549 detected
by flow cytometry. (B) ACE2 competition assay of the indicated antibodies using
FCA. Indicated concentrations of antibodies were used to compete ACE2
binding to S protein expressed on A549 and HEK293T cell membrane. 10
thousand A549 cells in 100 pl were used. (C) Mutagenesis analyses of the
critical amino acid residues of RBD in mediating the interaction with the

indicated antibodies. Interaction strengths were reflected by ELISA values



shown as the distances from the center, the closer to the center the more
affected of the interaction by the mutation. (D) Structure views of 4 recently
reported antibodies. Note, the RBD binding surfaces of all reported antibodies

with structure information substantially overlap with the ACEZ2 binding surface.

Figure S4. Related to Figure 4
ACE2 binding to S proteins of SARS-CoV-2 and SARS-CoV expressed on

HEK293T membrane. Non-transfected HEK293T were used as controls.

Figure S5. Related to Figure 3

Performance of the indicated neutralizing antibodies in the various assays.



Table S1

Donor B cells counts Clones
71 192 16
105 192 42
413 192 35
414 192 38
415 192 22
501 192 87
505 192 74
509 192 36
507 384 146
515 192 81
553 384 152

Total 2304 729

Table S1. Summary of the numbers of obtained B cells and antibody clones from 11 convalescent

patients. Related to Figure 1 and 2



Table S2
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Table S2. Summary of the characteristics and symptoms of the 11 COVID-19 patients. Related to

Figure 1
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Figure S1. Related to Figure 1
(A) Schematic depicting the screening strategy used to sort B cells from SARS-CoV-2 convalescent
patients and antibody identification. (B) Flow cytometry B cell sorting from PBMCs of 10

convalescent patients (data of 505 sorting not shown).
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Figure S2. Related to Figure 2

(A) Summary of ELISA binding data of the selected SARS-CoV-2 specific monoclonal antibodies. (B)
Flow cytometry analysis (FCA) of representative antibodies binding to SARS-CoV-2 S protein
expressing on A549 cell membrane, 10 thousand cells in 100 pul were incubated with antibodies 10nM.
IgG-Fc-PE antibody was used as control. (C) Results of binding ELISA to SARS-CoV-2 Spike NTD.
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Figure S3. Related to Figure 3

(A) ACE2 binding to SARS-CoV-2 Spike protein expressed in A549 detected by flow cytometry. (B)
ACE2 competition assay of the indicated antibodies using FCA. Indicated concentrations of antibodies
were used to compete ACE2 binding to S protein expressed on A549 and HEK293T cell membrane. 10
thousand A549 cells in 100 pl were used. (C) Mutagenesis analyses of the critical amino acid residues
of RBD in mediating the interaction with the indicated antibodies. Interaction strengths were reflected
by ELISA values shown as the distances from the center, the closer to the center the more affected of
the interaction by the mutation. (D) Structure views of 4 recently reported antibodies. Note, the RBD
binding surfaces of all reported antibodies with structure information substantially overlap with the
ACE2 binding surface.



Figure S4
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Figure S4. Related to Figure 4
ACE2 binding to S proteins of SARS-CoV-2 and SARS-CoV expressed on HEK293T membrane.
Non-transfected HEK293T were used as controls.
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Figure SS. Related to Figure 3

Performance of the indicated neutralizing antibodies in the various assays.



