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FIGURE LEGENDS 

 

Figure S1: Immunogenetic analysis of the heavy and light chain variable regions of 

m303 and m304 using the IMGT tool. 

 

Figure S2: Immunogenetic analysis of the m301 similar sequences from the IgM 

repertoire from healthy human neonates and adults. Sequence ID started with CB 

representing sequences derived from the library of the neonates, and started with HH 

representing sequences derived from the library of the adults. 

(a): Amino acid sequences of HCDR3s that were found similar to that of m301 from 

the deep sequencing analysis of IgM libraries derived from 33 healthy human adults 

and 10 neonates, which were analyzed by Clusteral W2. 

(b): Germline-rooted circular phylogenetic tree of m301 like antibody sequences 

found in IgM libraries derived from 33 healthy human adults and 10 newborn babies. 

The phylogenetic tree was constructed by the Neighbor-Joining method. The numbers 

labeled on the branch in red representing the probability to gain the topological 

structure, only the probabilities more than 50% were labeled that means the structures 

were more reliable. 

 

Figure S3: Immunogenetic analysis of the m302 similar sequences from the IgM 

repertoire from healthy human neonates and adults.  

(a): Amino acid sequences of HCDR3s that were found similar to that of m302 from 

the deep sequencing analysis of IgM libraries derived from the libraries of the healthy 

human neonates and adults. 

(b): Germline-rooted circular phylogenetic tree of m302 like antibody sequences 

found in IgM libraries derived from the libraries of the healthy human neonates and 

adults. 

 



Figure S4: Immunogenetic analysis of the m304 similar sequences from the IgM 

repertoire from healthy human neonates and adults. 

(a): Amino acid sequences of HCDR3s that were found similar to that of m304 from 

the deep sequencing analysis of IgM libraries derived from the libraries of the healthy 

human neonates and adults. 

 

(b): Germline-rooted circular phylogenetic tree of m304 like antibody sequences 

found in IgM libraries derived from the libraries of the healthy human neonates and 

adults. 

 

Figure S5: Immunogenetic analysis of the m303 similar sequences from the IgM 

repertoire from healthy human neonates and adults. 

(a): Amino acid sequences of HCDR3s that were found similar to that of m303 from 

the deep sequencing analysis of IgM libraries derived from the libraries of the healthy 

human neonates and adults. 

(b): Germline-rooted circular phylogenetic tree of m303 like antibody sequences 

found in IgM libraries derived from the libraries of the healthy human neonates and 

adults. 

	  

Figure S6: Alignment of E protein DIII of ZIKV isolated circulating in 2015-2016 

ZIKV outbreak.	  
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*CB:	  data	  from	  newborn	  babies	  
	   HH:	  data	  from	  healthy	  adult	  donors	  
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