Exploring the Genetic Landscape of B-ALL: A Comparative
Analysis of Copy Number Alterations in Adults and Paediatrics
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v' Overall, 281 B-ALL patients were retrospectively analyzed and
divided into pediatric (€18 years) and adult (219 years) cohorts

affected genes were IKZF1- 62cases(56%),
CDKNZ2A/B- 46 cases(42%), and PAX5- 46
cases(42%).

v'In the pediatric group, the most frequently affected
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CDKN2B, PAX5, ETV6, BTG1, RB1 and the Xp22.33/Ypl1l1l.31
region (PAR1), comprising CRLF2, CSF2RA, and IL3RA genes
were detected.

v' The cases were risk categorized using the Moorman’s criteria
and IKZF1plus criteria given by Stanulla et.al .

v The final risk category of MR-2 (High risk), MR-1 (Intermediate
risk), and MR-0 (Standard risk), were obtained by adding both
risk scores .

CONCLUSIONS

v Our findings indicate an overall higher
proportion of >3CNAs (48.18% vs 31%) in the
adult B-ALL patients as well as much higher
prevalence of IKZF1 alterations (56% vs 19%)
as compared to the pediatric cohort.
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