Figure S1 Clonotype distribution plots of total BCR-H sequences from two SLE patients. Each diamond represents a distinct H-CDR3 amino acid sequence. A P1-0 (green), P1-1 (red) and P1-3 (blue). B P2-0 (green), P2-1 (red) and P2-3 (blue).
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Figure S2 Length distribution of H-CDR3 AA (position 105-117) in two SLE patients BCR sequences at different time points. Note that the length of the H-CDR3 region according to the definition used by IMGT. A P1-0, P1-1 and P1-3. B P2-0, P2-1 and P2-3.
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[bookmark: _GoBack]Figure S3 Average values of AA composition calculated for SLE patients VH CDR3 sequences in percent shows the invariability from overall amino acid composition at different time points. The amino acids are arranged by relative hydrophobicity values as found in Kyte-Doolittle scale (Pommie et al. 2004). A P1-0, P1-1 and P1-3; B P2-0, P2-1 and P2-3.
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