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three periods: 0.78 (0.75-0.80), 0.77 (0.76-0.79), and 0.75
(0.72-0.78), respectively (P=0.334). Overall, 6,373 (19.9%)
patients had DM. At a median (interquartile range) follow-up
of 5.0 (3.5-5.0) years, 543 (8.5%) and 1270 (5.0%) patients
with and without DM developed HCC. The AUROC (95%
CI) of PAGE-B score to predict HCC at 5 years was lower in
DM patients (0.68 [0.66—0.70]) than in non-DM patients
(0.79 [0.78-0.80]) (P<0.001). 651 (10.2%) DM patients were
classified as low risk; their 5-year HCC cumulative incidence
(95% CI) was 2.1% (1.1%-3.6%), which is higher than the
threshold of cost-effective  HCC surveillance suggested by
international clinical guideline, ie. 0.2% annually. 6,536
(25.6%) non-DM patients were classified as low risk; their 5-
year HCC cumulative incidence (95% CI) was 0.5% (0.4%-
0.7%) (figure 1).

Conclusions PAGE-B score is accurate across the years to pre-
dict HCC, yet has a lower performance in DM patients. HCC
risk persists and HCC surveillance is still cost-effective in DM
patients classified as low risk by PAGE-B score.
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Background HRS-AKI or HRS -1 carries high short-term mor-
tality in patients with advanced cirrhosis. Recently ICA has
proposed new definition criteria for HRS, and at present, we
lack literature on the response rate and predictors of response
of terlipressin according to this new definition. So, we aimed
to evaluate the response rate of terlipressin and factors affect-
ing the response rate according to this new HRS-AKI
definition

Methods We performed a prospective study on 114 cirrhotic
patients with HRS- AKI diagnosed according to ICA definition
2015 from August 2018 to April 2020 using terlipressin and
albumin. Baseline clinical and biochemical details were noted.
Response was defined as improvement in serum creatinine
within 0.3 mg/dl of baseline (if baseline s.cr <1.5 mg/dl) or
< 1.5 mg/dl (if baseline s.cr >1.5 mg/dl). Further responder
and non-responder were followed up to 90 days or death.
Univariate and multivariate logistic regression was applied to
detect predictors of response. Survival analysis was used to
determine 90 days of survival.

Results Among 114 HRS-AKI patients, the median age was
52.5 vyears, and 83.3% were male. Response to terlipressin
was seen in 70 (61.4%) patients. On subgroup analysis, the
response rate in acute decompensation (AD) was seen in 37
(78.7%) patients and in acute on chronic failure (ACLF) was
seen in 32 (47.7%) patients. Independent predictive factors of
response to therapy were serum creatinine before start of ter-
lipressin therapy (odds ratio, 0.390; 95% confidence interval,
0.195-0.780; P = 0.008) and baseline child-pugh score (CTP)
(odds ratio, 0.584; 95% confidence interval, 0.382-0.894; P
= 0.013). Response to therapy was associated with improved
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90 days of survival compared to patients with non-response
(69.56% vs 10%, P <0.00001).

Conclusions Serum creatinine before the start of terlipressin
and CTP predicts response to terlipressin in HRS-AKI. The
response rate was better with the new definition of HRS. The
subset of the population with higher grades of ACLF showed
poor response. Therefore early transplantation should be con-
sidered in patients of HRS with a low likelihood of response
(figure 1).
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Background Studies have shown that extracts from lycium bar-
barum could play a protective role against colorectal cancer
(CRC) cells. We used the network pharmacology approach to
establish the effects of lycium barbarum on CRC and to pre-
dict core targets and their biological functions, pathways, and
mechanisms of action.

Methods We obtained the active compounds and their targets
in lycium barbarum through Traditional Chinese Medicine Sys-
tem Pharmacology Database (TCMSP), retracted the CRC tar-
gets from Malacards, TTD, GeneCards, and DisGeNET, and
chosen the overlapped targets as the candidate targets. After
protein-protein interaction (PPI) network analysis, 20 with the
highest node degree were selected as the core targets, and
their enrichment and pathway were analyzed. Furthermore,
iGEMDOCK was employed to validate the compound-target
association.

Results Eventually, 103 overlapped targets were chosen as the
candidate targets. Targets with the top 20 highest node degree
were selected as the core targets. Gene Ontology (GO) enrich-
ment analysis indicated that the core targets were significantly
enriched in regulation of cell proliferation, extracellular space,
cytokine receptor binding, and so on. Kyoto Encyclopedia of
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Genes and Genomes (KEGG) pathway analysis proved that
the core targets were significantly enriched in bladder cancer,
pathways in cancer, and the like. The docking results showed
that beta-sitosterol, glycitein, and quercetin had a good bind-
ing activity to CRC putative targets.

Conclusions Our work successfully predicted the active ingre-
dients and potential targets of lycium barbarum for CRC and
helped to illustrate the pathways and mechanisms of action on
a comprehensive level.
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Background To investigate the expression of HOXCS8 in
esophageal cancer and its possible tumor pathway, in order to
provide a reference for future research directions.

Methods The mRNA-Seq data and clinical prognosis data of
esophageal cancer dataset were downloaded and preprocessed
from the TCGA database. The differential genes were ana-
lyzed, and the volcano map and heat map were drawn. The
differentially expressed genes were screened visually. The
median HOXC8 expression was divided into high expression
group and low expression group, and survival analysis was
performed using SPSS software. The HOXC8 samples divided
into high expression group and low expression group were
then subjected to enrichment analysis using GSEA 4.0.1 soft-
ware, and graphical analysis of multi-GSEA enrichment analy-
sis was performed at the same time.

Results After differential expression analysis of mRNA expres-
sion data of 161 esophageal cancer tissues and 11

paracancerous tissues, 3454 differential genes were screened,
including 2317 up-regulated genes and 1137 down-regulated
genes, and volcano maps were drawn (figure 1). The results
of cluster analysis showed that it could effectively distinguish
esophageal cancer from adjacent tissues, indicating that the
above differential expression results had good accuracy (figure
2). Difference analysis and paired difference analysis showed
that HOXC8 was highly expressed in esophageal cancer, and
the difference was statistically significant (P<0.05). Using the
median expression of HOXC8 as a boundary, patients were
divided into HOXCS high expression group and HOXCS8 low
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