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[ Abstract ]| The “Liibeck disaster”, twins studies, adoptees studies, and other
epidemiological observational studies have shown that host genetic factors play a
significant role in determining the host susceptibility to Mycobacterium tuberculosis

infection and pathogenesis of tuberculosis. From linkage analyses to genome-wide
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association studies, it has been discovered that human leucocyte antigen (HLA) genes as
well as non-HLA genes (such as SLCI1IAI, VDR, ASAPI as well as genes encoding
cytokines and pattern recognition receptors) are associated with tuberculosis suscept-
ibility. To provide ideas for subsequent studies about risk prediction of MTB infection and
the diagnosis and treatment of tuberculosis, we review the research progress on
tuberculosis susceptibility related genes in recent years, focusing on the correlation of
HLA genes and non-HLA genes with the pathogenesis of tuberculosis. We also report the
results of an enrichment analysis of the genes mentioned in the article. Most of these genes
appear to be involved in the regulation of immune system and inflammation, and are also

closely related to autoimmune diseases.
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[ F5B8IE ] A G 2fe4i/R (human leucocyte antigen, HLA); /% Rit4% 5 By HATHA
J% (mendelian susceptibility to mycobacterial disease, MSMD) ; 4~ B 48 % Bk 5 #7 (geno-
me wide association study, GWAS) ;#4734 B2 % &M (single nucleotide polymorphism,
SNP) ; & /~% (interleukin, IL) ; 75 JT AR K% 1 1% 3 1 (solute carrier family 11 member 1,
SLCI1A1); Y% A £DZ 4K (vitamin D receptor, VDR) ;;léﬁﬁﬂig‘*i%%4ﬁ T B3R

B 1 (Arf GAP with SH3 domain , ankyrin repeat and PH domain 1,ASAP1) ; B X2 5] 24k
(pattern recognition receptor, PRR) ; I /& 3 & B -F (tumor necrosis factor, TNF) ; Toll# %

A& (Toll-like receptor, TLR)
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Table 1 Summary of relationship between HLA genes and
tuberculosis susceptibility
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Table 2 Summary of genes encoding cytokines and their receptors related to susceptibility to tuberculosis
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Table 3 Summary of the relationship between genes encoding pattern recognition receptors and tuberculosis susceptibility
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