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Supplemental Information 

Supplementary Figure 1 

 

Supplementary Figure 1. Flow cytometry analysis of nucleated cells from the 

bone marrow of Patient 1 before treatment. The cell populations in purple and blue 

indicate total plasma cells which are CD38+and CD138+. The cell population in 

purple accounts for 90.35% of the total plasma cells, which is monoclonal plasma 

cells expressing CD38+, CD138+, CD56, cKappa, but not CD19 and cLambda. The 

cell population in blue indicates normal plasma cells which is polyclonal plasma cells 

expressing CD19, cKappa, and cLambda, and accounts for 7.69% of the total plasma 

cells.  
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Supplementary Figure 2 

 

Supplementary Figure 2. Flow cytometry analysis of nucleated cells from the 

bone marrow of Patient 1 after treatment with three cycles of VCD regimen. The 

cell populations in purple and blue indicate plasma cells which are polyclonal plasma 

cells expressing cKappa, and cLambda. 
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Supplementary Table 1. Summary of whole-genome sequencing metrics. 

Sample Normal Tumor 

Clean Reads 1,142,464,366 1,178,174,068 

Clean Bases 171,369,654,900 176,726,110,200 

Mapped Reads 1,139,349,807 1,171,364,524 

Mapped Bases 168,804,446,562 173,466,417,314 

Mapping Rate (%) 99.73 99.42 

Mean Depth (fold) 59.48 61.12 
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Supplementary Table2. Summary of all somatic exonic SNVs. 
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Supplementary Table 3. Summary of somatic structural variants of deletion, 

duplication, and inversion. 
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Supplementary Table 4. Summary of somatic structural variants of 

translocation.  
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Supplementary Table 4 (continued) 
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Supplementary Table 5. Clinical information of patients with TEMPI syndrome. 

 

 

 

 

 

 

 

 

 


