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Supplementary figures and figure legends  

 

 

 



 
 
 
 
 
 
 
Supplementary Figure 1. 

Total SVs detected by linked-read and WES in 3 paired samples. 

(a) Duplication; linked-read sequencing detected more than 99% of all duplications across three 

samples (b) Inversion; linked-read detected more than 99% of inversions called in each sample. (c) 

Deletions; WES detected a higher proportion of deletions across all the samples. Linked-read 

sequencing alone detected about 10% of deletions in two samples and more than 40% in one sample. 

The proportion of overlaps varied across the samples. (d) Translocations; the proportion of 

translocations varied among the samples. WES detected all the translocations in one sample and 50% 

in another. (e) The proportion of each type of SV called by each sequencing method. 

 
 
 
 
 
 
 
 



 
 
 
 
 

 
 
 
 
 
 
 
Supplementary Figure 2. The number of multiple myeloma specific SV hotspots across 8 samples 

identified by linked-read and WES. (a) The first bar shows the total number of identified SV hotspots. 

The median number of hotspots per patient is 2. The other bars represent hotspots identified in each 

sample by linked-read sequencing and WES. Linked-read sequencing detected an exceptionally high 

number of SVs per patient, with a median number of 41.5. The median number of SVs for WES is 3.5. 

(b) Overall linked-read sequencing detected more gain of function hotspots. WES detected a higher 

proportion of loss of function hotspots. 

 

 

 

 

 

 

 

 

 



 
 

 

 

 

 

Supplementary Figure 3. The overlapping short variants across all 8 tumor samples identified by 

GATK tool RNA-seq, WES and linked-read exome sequence data. 
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Supplementary Figure 4. Gene coverage plots depicting mutations in myeloma-specific genes in 

linked-read and WES data. 
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