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the Mantel test. The ethnicity was analyzed for the 100 of most common surnames. Results. The correlation 
coefficient between geographic and quasigenetic interpopulation distances was not statistically significant 
(r = 0.017, p> 0.05). About 63 % of the analyzed surnames have Ukrainian origin, 14 % – Slavonian, 5 % – 
Belarusian, 3 % – Russian and 2 % – Turkic. Conclusions. Surnames, as quasigenetic markers, reflect the 
migration processes in the study area, i.e. the early colonization of the region by migrants from the Western 
Ukraine and the intensive intraregional migration leading to the genetic homogeneity of the populations. 
Key words: surname, migration, quasigenetic markers, etnomarkery, Kharkiv region, Ukraine. 
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MOLECULAR-GENETIC METHODS FOR DIAGNOSTICS OF ACUTE LEUKEMIA 
Aims. Acute leukemia - heterogeneous group of diseases characterized by the rapid growth of abnormal 
uncontrolled proliferation of hematopoietic stem cells or progenitor cells. The definition of specific 
cytogenetic-molecular abnormalities is important both for diagnosis and for treatment. Methods. Fusion 
genes bcr-abl1, mll/af4 and mll/af9 was detected by nested RT-PCR. Results. Samples of blood of patients 
with different type acute leukemia were analyzed. A case of simultaneous detection fusion genes p210 bcr-
abl1, p190 bcr-abl1 and mll/af4 was detected. Conclusions. The proposed method for detection of the fusion 
genes mll/af4 and mll/af9 allows for molecular genetic differential diagnosis of acute leukemia.  
Key words: acute leukemia, PCR, fusion genes mll/af4 mll/af9, diagnostics. 


