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Genome-Wide Methylation Analysis in the Same Syndrome Between the Chronic Hepatitis B and
Hepatitis B-Related Cirrhosis
Hu Xueqing, Chen Jian, Lu Yiyu, Su Shibing
(Research Center for Traditional Chinese Medicine Complexity System, Shanghat University of Traditional Chinese
Medicine, Shanghai 201203, China)

Abstract: This study aimed to explore the biological basis of the same syndrome of Traditional Chinese Medicine
(TCM) in different diseases, involving dampness and heat excess (DH) syndrome, liver stagnation and spleen
deficiency (LSSD) syndrome and liver— and kidney-yin deficiency (LKYD) syndrome in chronic hepatitis B
(CHB) and hepatitis B-related cirrhosis (LC). The CHB and LC patients with DHS, LSSDS and LKYDS (10 cases
apiece) and healthy volunteers (6 cases) were enrolled. Blood samples were prepared and DNAs were extracted
for HumanMethylaiton450K detection and analyses. As a result, 9 loci (covering 9 genes) were specifically and
differently methylated in DH syndrome in both the two diseases, while 30 loci (covering 20 genes) in LSSD
syndrome and 22 loci (covering 14 genes) in LKYD syndrome. Among the genes, KCTD2 and NAVI in DH
syndrome, LGR6 and SH2D4B in LSSD syndrome, and CYP2EI, PCSK6, DEXI, HISTIH3B and SULTIC2 in
LKYD syndrome were significantly differently methylated compared with the healthy group (IDelta Betal > 0.15).
In conclusion, methylation level alternation may involve in the formation of DH, LSSD and LKYD syndromes in
CHB and LC.

Keywords: DNA methylation, chronic hepatitis B, cirrhosis, TCM syndrome, the same TCM syndrome in different

diseases
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