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Supplementary Figure 1|(A) The length distribution of CDR3 sequences in IgM
repertoires of the three libraries. (B) The length distribution of CDR3 sequences in 1gG
repertoires of the three libraries. (C) The amino acid usage of CDR3 sequences in IgM
repertoires of the three libraries. (D) The amino acid usage of CDR3 sequences in 1gG
repertoires of the three libraries. (E) The occurrence of different types of junctional
modifications in IgM repertoires of the three libraries. 3VP and 3VT: the palindromic
nucleotides (P) additions and exonuclease trimmings observed at 3’-end of V regions,
respectively; SDP and 5DT: the P additions and exonuclease trimmings observed at 5’-
end of D genes, respectively; 3DP and 3DT: the P additions and exonuclease trimmings



observed at 3’-end of D genes, respectively; 5JP and 5JT: the P additions and
exonuclease trimmings observed at 5’-end of J genes, respectively; N1: the non-
template randomized nucleotides (N) additions happened at the region between the 3°-
end of V gene and the 5’-end of D gene; N2: N additions happened at the region between
the3’-end of D gene and the 5’-end of J gene. (F) The occurrence of different types of
junctional modifications in IgG repertoires of the three libraries.



