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[ Abstract] Objective To screen out the differentially expressed genes of transforming
follicular lymphoma (tFL), follicular lymphoma (FL) and Diffuse large B cell lymphoma (DLBCL)
and to perform bioinformatics analysis. In this way, the differences between the three and the
biological process of the development of tFL were explored, and potential targets were found for
subsequent experiments. Method GEO database was used to screen out the gene sets of tFL,

FL and DLBCL, to analyze the differential genes, and to perform GEO enrichment visualization
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analysis, gene ontology (GO) enrichment analysis, and Kyoto Encyclopedia of Genes and
Genomes (KEGG) pathway analysis. Result A total of 11 388 differentially expressed genes
were found in the gene sets of tFL and FL, and GO enrichment analysis showed that the
functions of differential genes were mainly concentrated in axonal generation and dendritic
development. Through KEGG pathway analysis, it was found that the key pathways were axon
guidance and Hippo signaling pathway. There were 17 216 differentially expressed genes in
tFL and DLBCL, the funktions of differential genes found by GO enrichment analysis mainly
focused on regulating cell development and histone modification. KEGG pathway analysis
found that the key pathways were axonal guidance, ligand-receptor interaction that stimulated
neural tissue, and so on. Conclusion tFL from follicular lymphoma, although morphologically
similar to diffuse large B-cell lymphoma, is closer to follicular lymphoma in terms of gene
expression. The morphological difference between transforming follicular lymphoma and

follicular lymphoma is the result of the joint effect of regulating the development of axons and

dendrites, as well as the regulation of cell components and cell development.

[Keywords] Translational lymphoma; Follicular lymphoma; Gene; Markers; GEO

database; Bioinformatics analysis
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Table 1. Some differentially expressed genes between FL and tFL

Gene logFC. AveExpr iEN P{H BIE 5 PIE.
SLC3043 3.113367 3.932832 12.26453 3.27E-17 9.34E-13
BMP4 2.258714 3.758803 11.88176 1.15E-16 9.34E-13
POLK 1.798842 3.730114 11.87515 1.17E-16 9.34E-13
C2orf82 2.088608 3.713905 11.83361 1.34E-16 9.34E-13
KIFIA 2.29405 3.772491 11.80754 1.46E-16 9.34E-13
KRTAPS5-8 2.940657 3.876525 11.72575 1.92E-16 1.02E-12
MTG?2 3.456994 3.991808 11.61457 2.78E-16 1.27E-12
ARHGEF17 3.064899 3.998115 11.49106 4.20E-16 1.37E-12
PLXNBI 2.314641 3.766411 11.48228 4.33E-16 1.37E-12
MUCS8 3.446046 4.003766 11.47701 4.40E-16 1.37E-12
SHBG 1.779033 3.653516 11.45687 4.71E-16 1.37E-12
AGFG2 1.77265 3.662984 11.28139 8.50E-16 2.09E-12
LINC01056 1.805199 3.670312 11.28017 8.54E-16 2.09E-12
NFIB 2.591111 4.03806 11.18999 1.16E-15 2.64E-12
AP001062.7 1.925425 3.685286 11.16739 1.25E-15 2.66E-12
CCDC7IL 1.293184 3.554198 11.12748 1.43E-15 2.85E-12
SLC11A41 2.346448 3.792278 10.91681 2.94E-15 5.51E-12
TEAD2 2.700268 3.939407 10.72479 5.68E-15 1.01E-11
ATP5J2 1.462729 3.613855 10.70655 6.05E-15 1.02E-11
OBP24 2.011162 3.722745 10.63422 7.76E-15 1.23E-11
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Figure 1. Volcano map of differentially expressed genes between FL and tFL
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Table 2. Some differentially expressed genes between tFL and DLBCL

Gene logFC AveExpr HH PfH A 1E G PIE
SLC3043 -3.13096 5.015734 -29.1459 8.79E-47 1.49E-42
KRTAPS-8 -3.06958 4.953529 -29.0111 1.27E-46 1.49E-42
SHBG -1.94089 4.345528 -28.678 3.17E-46 2.48E-42
MAP3KI10 -2.95622 4.935576 —-28.1187 1.50E-45 8.81E-42
MUCS -3.5617 5.248775 -27.5008 8.59E-45 3.80E-41
UBL4B -2.19816 4.517841 -27.4585 9.69E-45 3.80E-41
ASB10 -2.80545 49164 -26.413 2.01E-43 6.75E-40
ARHGEF17 -3.02722 5.037631 -26.3091 2.73E-43 8.02E-40
STOMLI -2.5708 4.737804 -25.8508 1.07E-42 2.78E-39
TTC38 -2.82207 4.90463 -25.7818 1.31E-42 2.98E-39
AP001062.7 -1.97102 4.371738 -25.7321 1.52E-42 2.98E-39
SLC6A47 -2.37885 4.595162 -25.7318 1.52E-42 2.98E-39
RPI11-540011.1 —-2.80953 4.8982 -25.4397 3.67E-42 6.65E-39
GOLGASI -1.92858 4.360404 -25.4056 4.07E-42 6.84E-39
GBX1 -1.69465 4.255338 -25.1045 1.02E-41 1.60E-38
RP11-414H17.5 —-1.58409 4.17062 -24.7742 2.82E-41 4.03E-38
OR7C2 -2.13519 4.470068 -24.763 2.92E-41 4.03E-38
MAPKI2 -2.46303 4.686142 -24.507 6.46E-41 8.44E-38
LINCO01056 -1.7369 4.260338 -24.2418 1.48E-40 1.79E-37
CRYBB3 -2.09836 4.438517 —24.2334 1.52E-40 1.79E-37
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Figure 2. Volcano map of differentially expressed genes between tFL and DLBCL
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Figure 3. GO enrichment analysis of differentially expressed genes between FL and tFL
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Figure 4. GO enrichment analysis of differentially expressed genes between tFL and DLBCL
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