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Figure S1 

 

 

Figure S1: Propagation and quantitation of enriched SARS-CoV-2. (a) Quantification of 

SARS-CoV-2 virus titer propagated in Vero E6 cells. The plaque assay was performed with 

different dilutions of virus (ranging from 10-2 to 10-6) along with uninfected Vero E6 control (CC) 

in a 6-well plate (72 plaques were observed in dilution  10-4, hence the titer was calculated to be 

1.8x106 PFU/ml)  (b) Plaques observed at 10X magnification (uninfected Vero E6 control and 

virus plated at 10-4  dilution) (c,d) RT-PCR to verify enrichment of virus in three biological 

replicates (referred to as 1, 2, and 3 on the x-axis). Un-enriched virus is indicated by white bars, 

PEG-enriched virus is indicated by black bars and Dynabead kit-enriched virus is indicated by 

grey bars. The RT-PCR Ct values were calculated for FAM representing the ORF1ab gene of 

SARS-CoV-2 (c) as well as for HEX representing the E gene of SARS Virus (d), and the RT-

PCR was performed with three technical replicates for each biological replicate. Error bars show 

standard deviation. “ns” indicates non-significant (P> 0.05), * indicates P≤ 0.05, ** indicates P ≤ 

0.01, and *** indicates P ≤ 0.003.  

       

 

 



Figure S2  

 

 



 

 



 



 

 



 

Figure S2: Predicted binding of lectins to generated glycans: (a) Table showing a list of 

lectins predicted to bind to core N-glycans, N-glycan extension sequences, O-core glycans, and 

O-glycan extension sequences (b) A heat map and a row dendrogram showing the predicted 

binding propensities of 68 lectins (portrayed on the columns) to different N-extension sequences 

(portrayed on the rows). (c) A heat map and a row dendrogram showing the predicted binding 

propensities of 68 lectins (portrayed on the columns) to different O-extension sequences 

(portrayed on the rows). 

  



Figure S3 

 

Figure S3: Binding of lectins to Spike glycoprotein subjected to β-elimination. (a) SDS-

PAGE of Spike glycoprotein (~140 KDa) expressed and purified from HEK293F cell (lane 1) and 

purified Spike glycoprotein after β-elimination to remove O-glycans (lanes 2 & 3). b) Pseudo-

coloured images showing the binding of Spike glycoprotein with and without β-elimination (10 µg). 

The images were generated using the Protein Array Analyzer macro plugin in Image J. (c) Fold 

change and p-values observed for O-glycan binding lectins (left table) and other lectins (right 

table) in a paired t-test (n=3).  

  



Figure S4 

 

Figure S4: Binding of lectins to Spike glycoprotein with D-mannose and Neu5Ac 

competition. (a) Pseudo-coloured images showing the binding of Spike glycoprotein (10 µg) in 

the presence or absence of 500 mM mannose. (b) Pseudo-coloured images showing the binding 

of Spike glycoprotein (10 µg) in the presence or absence of 100 mM sialic acid. The images were 

generated using the Protein Array Analyzer macro plugin in Image J. (c) Fold change and p-

values observed upon D-mannose competition in a paired t-test (n=3). (d) Fold change and p-

values observed upon Neu5Ac competition in a paired t-test (n=3). 

 


