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LETTER TO THE EDITOR



 

 

  V-DJ Subclone Evolution  

 

Entire Cohort 
N=430 

Absent 
N=31 

Present 
N=399 

Significance 
(P-value) 

Risk Group, n (%) 
          Standard Risk: AALL0331  
          High Risk: AALL0232 

 
214 (49.8) 
216 (50.2) 

17 (54.8) 
14 (45.2) 

197 (49.4) 
202 (50.6) 

0.58 

Age (y), mean ± SD 7.03 ± 5.13  6.48 ± 5.98 7.07 ± 5.06 0.2 

WBC (x10
3
/μl), mean ± SD 39.8 ± 65.03  33.68 ± 51.25 40.27 ± 66.01 0.16 

Sex, n (%) 
          Female 
          Male 

 
192 (44.7) 
238 (55.3) 

 
10 (32.3) 
21 (67.7) 

 
182 (45.6) 
217 (54.4) 

0.19 

CNS status, n (%)* 
          CNS1 
          CNS2 
          CNS3 

 
359 (83.5) 
65 (15.1) 
6 (1.4) 

 
27 (87.1) 
4 (12.9) 

0 (0) 

 
332 (83.2) 
61 (15.3) 
6 (1.5) 

1 

EOI MRD (FC) status, n (%)
†
 

           <0.01% 
           0.01-<0.10% 
           0.10-<1.0% 
           ≥1.0% 

354 (82.3) 
54 (12.6) 
20 (4.7) 
2 (0.5) 

 
24 (77.4) 
6 (19.4) 
1 (3.2) 

0 

330 (82.7) 
48 (12) 
19 (4.8) 
2 (0.5) 

0.5 

Cytogenetics, n (%)
††

 
          ETV6-RUNX1 
          Double trisomy (DT) 
          Hypodiploid 
          KMT2Ar 
          BCR-ABL1 
          Neutral 
          Excluded 

 
38 (8.8) 
76 (17.7) 
2 (0.5) 

10 (2.3) 
1 (0.2) 

276 (64.2) 
27 (6.3) 

 
0 (0) 

  8 (25.8) 
0 (0) 

3 (9.7) 
0 (0) 

17 (54.8) 
3 (9.7) 

38 (9.5) 
68 (17) 
2 (0.5) 
7 (1.8) 
1 (0.3) 

259(64.9) 
24 (6) 

0.04 

 

 

SUPPLEMENTAL TABLE 1. Patient characteristics by status of V-DJ subclone evolution 

*CNS status definitions: CNS1: absence of blasts in cerebrospinal fluid (CSF); CNS2: <5 WBC/μL CSF and cytospin 
positive for blasts or >5 WBC/μL but negative by Steinherz/Bleyer algorithm; CNS3: ≥5 WBC/μL CSF and cytospin 
positive for blasts and/or clinical signs of CNS leukemia 
†
IgH HTS analysis was limited to patients on AALL0232 with FC MRD <0.10%. 
††

Patients lacking complete cytogenetic data or with a combination of 2 cytogenetic lesions were excluded. 



 SUPPLEMENTAL FIGURE 1. Survival impact of IgH composition by cytogenetic group. 5-year EFS 
probability according to the number of dominant pre-treatment IgH sequences (IgH seq) (0, 1-2, or ≥3) is 
shown across 3 cytogenetic groups [ETV6-RUNX1, double trisomies (DT), other] for A-C) Patients with 
Standard Risk (SR) B-ALL treated on AALL0331 and D-F) Patients with High Risk (HR) B-ALL treated 
on AALL0232. The impact of IgH composition on prognosis is limited to patients with HR B-ALL who lack 
favorable cytogenetics.  
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