MICROARRAY MOLECULAR KARYOTYPE VS STANDARD CYTOGENETIC ANALYSIS IN
PATIENTS WITH ACUTE MYELOID LEUKEMIA (AML) WITH INV(16)
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METHOD

Two AML patients with inv(16) diagnosed and treated now
at the National Medical Research Center for Hematology
(Moscow, Russia) were randomly selected. CA showed
standard female karyotype in the first patient and male
karyotype with trisomy22 in the second. Inversion of 16th
chromosome in both patients was revealed by FISH analysis.
No mutations in FLT3, NPM1, and CEBPa genes were found
in both patients. Both received “7+3” (cytarabine 200
mg/m2 day 1-7, daunorubicin 60 mg/m2 day 1-3) as the first
course of chemotherapy. Immunophenotypical remission
was achieved in both patients, although chimeric transcript
CBFB::MYH11 was still detectable. DNA extracted from bone
marrow samples during primary diagnosis was used for CMA
performed on GeneChip System 3000 platform.

additional CN-LOH areas, small

reveal
deletions, and duplications. Performing CMA
on a large patient cohort might identify
possible molecular markers associated with

chemosensitivity
Inv(16).
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Results of chromosomal microarray analysis

LAIL

AL

JILU

s
wldl

Patient 1 _ Patent2

]




