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ABSTRACT Objective
ternal Lotion (XEL) induced the recovery of drug-resistant Candida albicans strains sensitive to Flucon-

To perform a transcriptomics study in differential genes after Xianglian Ex-
azole. Methods  Broth microdilution antifungal susceptibility test was used to detect minimal inhibitory
concentration (MIC) of drug-resistant Candida albicans strains induced by XEL. Transcriptome sequen-
cing (RNA-Seq) was used to determine and compare the transcription of primary drug-resistant Candida
albicans strains and sensitive strains induced by XEL. High expressed genes and signaling pathways
strains were analyzed by gene ontology (GO) method. Results XEL could induce drug-resistant strains
of the 6th generations to recover sensitivity. Transcriptome sequencing showed that, as compared with
primary drug-resistant strains, there were 165 genes with up-regulated RPKM index and 144 genes with
down-regulated RPKM index after XEL induction. GO analyses found that all genes were mainly classified
as GO:0015903 (fluconazole transport). Conclusions XEL could induce the recovery of drug-resistant
Candida albicans strains sensitive to Fluconazole. By analyzing transcriptomes, authors speculated that
XEL could recover strain sensitivity to fluconazole by opening fluconazole transport pathway.
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G0:0016638-oxidoreductase activity,acting on the CH-NH2 groups of donors
GO:0003735-structural constituent of ribosome -
GO0:0016642-oxldoreductase activity,acting on the CH-NH2 group of donors, disulfide as a acceptor
G0:0004375-glycine dehydrogenase(decarboxylating)activity -
G0:0005960-glycine cleavage complex

GO:0000314 organellar small ribosomal subunit -
GO:0005763 mitochondrial small ribosomal subunit
GO0:0005761 mitochondrial ribosom -

G0:0000313 organellar ribosome
GO0:0031974-membrane-enclosed lumen -
G0:0070013-intracellular organelle lumen
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GO0:0005759-mitochondrial matrix
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G0:0007005-mitochondrion organization
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GO: 0006979-response to oxidative stress -

GO: 0045395-carboxylic acid catabolic process

GO: 0016054-organic acid catabolic process -

GO: 0032543-milochondrial translation
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