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This study was initiated to elucidate the physiological functions of long
non-coding RNAs (IncRNAs) and their roles in pathological conditions. IncRNAs are still largely
unexplored in terms of their diverse functions and interactions, and their detailed analysis is of
great importance in the life sciences and medicine. In particular, IncRNAs associated with
hematopoietic tumors have not been well studied, and their elucidation may lead to the development
of new therapeutic strategies. In this study, we analyzed the gene network structure and function of

IncRNAs using the ab initio genetic orbital method and identified IncRNAs specifically associated
with hematopoietic tumors. The IncRNAs identified were LINC00635, LINC00636, and LINC01591. These
IncRNAs are involved in the cell cycle, DNA damage repair, cell migration, and immune response, and
may play important roles in hematopoietic tumor progression and therapy.
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