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Supplementary Table 1. Microantiviral spread activity of nCoVmab1 and 
nCoVmab2 (I) 

mAbs 
Concentration (μg/ml) 

Virus Cell 
50 16.667 5.556 1.852 0.617 0.206 0.069 0.023 0.008 

nCoVmab1 
- - - - + ++ +++ +++ ++++ ++++ - 

- - - - + ++ +++ ++++ ++++ ++++ - 

nCoVmab2 
- - + ++ +++ ++++ ++++ ++++ ++++ ++++ - 

- - + ++ +++ ++++ ++++ ++++ ++++ ++++ - 

Control 
Concentration (μg/ml) 

Virus Cell 
4.821 2.410 1.205 0.603 0.301 0.151 0.075 

Remdesivir 
- - + ++ ++++ ++++ ++++ ++++ - 

- - + +++ ++++ ++++ ++++ ++++ - 

 
“+” indicates that approximately 25% of cells in the well produced CPE caused by virus 

replication and spread, and “++++” indicates 100% CPE. “-” indicates that there was no 

virus plaque spread. 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

 

 

 

 

 

 



Supplementary Table 2. Microantiviral spread activity of nCoVmab1 and 
nCoVmab2 (II) 

mAbs 
Concentration (μg/ml) 

Virus Cell 
50 16.667 5.556 1.852 0.617 0.206 0.069 0.023 0.008 

nCoVmab1 
- - - - - 1 + ++ ++++ ++++ - 

- - - - - 2 + +++ ++++ ++++ - 

nCoVmab2 
- - - 1 + ++ +++ ++++ ++++ ++++ - 

- - - 5 + ++ +++ ++++ ++++ ++++ - 

Control 
Concentration (μg/ml) 

Virus Cell 
4.821 2.410 1.205 0.603 0.301 0.151 0.075 

Remdesivir 
- - + +++ +++ ++++ ++++ ++++ - 

- - + ++ +++ ++++ ++++ ++++ - 

 
“+” indicates that approximately 25% of cells in the well produced CPE caused by virus 

replication and spread, and “++++” indicates 100% CPE. “-” indicates that there was no 

virus plaque spread. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Table 3.  Information of nCoVmab1, nCoVmab2 and a 
panel of reported antibodies 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

mAbs VH Identity 

(VH) 

HCDR3 VL Identity 

(VL) 

LCDR3 IC50 (μg/ml) Source 

nCoVmab1 IGHV3-66*

02 

98.95% ARGDGSDDYYYGMDV 

 

IGLV1-40*

02 

90.97% QSYDGNLRASV 0.010 (Live virus) naïve 

phage library 

nCoVmab2 IGHV3-66*

02 

98.25% ARGDGSDDYYYGMDV 

 

IGLV1-40*

01 

98.26% QSYDSSLSGSV 

 

0.139 (Live virus) naïve 

phage library 

CB6 IGHV3-66*

01 

99.0% ARVLPMYGDYLDY 

 

IGKV1-39*

01 

99.6% QQSYSTPPEYT 

 

0.036 (Live virus) convalescent 

patient 

P2C-1F11 IGHV3-66*

02 

95.9% ARDLVVYGMDV 

 

IGKV3-20*

01 

100.0%   QQYGSSPT 

 

0.030 (pseudovirus) convalescent 

patient 

STE90-C11 IGHV3-66*

02 

98.6% ARDVADAFDI 

 

IGKV1-9* 

01 

100% QQLNSYPPFT 

 

0.084 (Live virus) convalescent 

patient 

CC12.1  IGHV3-53*

01 

97.9% ARDLDVYGLDV 

 

IGKV1-9* 

01 

97.9% LNSYPPKFT 

 

0.020 (pseudovirus) convalescent 

patient 

CC12.3  IGHV3-53*

01 

95.9% ARDFGDFYFDY 

 

IGKV3-20*

01 

99.0% QQYGSSPRT 

 

0.020 (pseudovirus) convalescent 

patient 

CV30  IGHV3-53*

01 

96.9% ARDLDVSGGMDV 

 

IGKV3-20*

01 

99.0% QQYGSSPQT 

 

0.030 (Live virus) convalescent 

patient 

C105  IGHV3-53*

01 

99.0% ARGEGWELPYDY 

 

IGLV2-8* 

01 

97.0% SSYEGSNNFVV 

 

0.026 (pseudovirus) convalescent 

patient 

COVA2-04  IGHV3-53*

02 

97.9% ARDLERAGGMDV 

 

IGKV3-20*

01 

98.9% QQYGSLYT 

 

2.547 (Live virus) convalescent 

patient 

COVA2-39  IGHV3-53*

02 

96.9% ARAHVDTAMVESGAFDI IGLV2-23*

02 

98.0% CSYAGSSTWV 

 

0.054 (Live virus) convalescent 

patient 

B38  IGHV3-53*

04 

99.0% AREAYGMDV 

 

IGKV1-9* 

01 

97.9% QQLNSYPPYT 

 

0.177 (Live virus) convalescent 

patient 


