
IUBMB LIFE, 2016, 68, 799-805, IF: 3.257
Upregulation of Cyclin-dependent Kinase 7 
and Matrix Metalloproteinase-14 Expression 
Contribute to Metastatic Properties of Gastric 
Cancer
Naseh G,Mohammadifard M*, Mohammadifard M.
Abstract: The aim of this study was to evaluate 
the protein and mRNA expressions of matrix 
metalloproteinase-14 (MMP14) and CDK7 in 
gastric cancer (GC) tissues. Up regulation of 
MMP14 mRNA level was observed in GC tissues 
when compared with the matched normal tissues 
(mean +/- SD: 3.92 +/- 1.15 vs. 1.35 +/- 0.81, P 
< 0.001). This study indicated that mRNA levels 
of CDK7 were statistically overexpressed in GC 
when compared with matched normal tissues (4.12 
+/- 0.84 vs. 1.43 +/- 0.71, P < 0.001). The protein 
levels of MMP14 were found to be increased in GC 
(60.41%; P < 0.001). The expression of CDK7 was 
higher in GC tissues than matched normal tissues 
(70.83; P < 0.001). We found that high MMP14 
expression was related to advanced TNM stage (P 
= 0.004), tumor grade (P = 0.002), and lymph node 
metastasis (P = 0.015), but no association with 
other clinical variables (P > 0.05). In addition, high 
expression of CDK7 was significantly linked to 
advanced TNM stage (P = 0.001), pathological grade 
(P = 0.012), and presence of lymph node metastasis 
(P = 0.009), while no correlation between CDK7 
expression and other clinical variables, such as age 
and gender, distance metastasis. The patients with 
high expression of MMP14 and CDK7 exhibited 
worse survival time than those with higher levels. 
Cox multivariate regression analysis clearly showed 
that high expression of MMP14 and CDK7 was 

independent prognostic factors for overall survival 
in patients with GC. Taken together, these results 
indicated the overexpression of above markers in 
the progression and the tumorigenesis of GC and 
overall patient survival. 
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Genetic diversity of Leishmaniatropica strains 
isolated from clinical forms of cutaneous 
leishmaniasis in rural districts of Herat province, 
Western Afghanistan, based on ITS1-rDNA
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Abstract: Despite the high incidence of cutaneous 
leishmaniasis (CL) in Afghanistan, there is a little 
information concerning epidemiological status 
of the disease and phylogenetic relationship and 
population structure of causative agents. This 
study was conducted to determine the prevalence 
and distribution of CL cases and investigate 
the Leishmaniatropica population structure in 
rural districts of Heart province in the West of 
Afghanistan in comparison to neighboring foci. 
Overall, 4189 clinically suspected CL cases from 
177 villages (including 12 districts) in Herat 
province were enrolled in the referral laboratory of 
WHO sub-office in Herat city from January 2012 
to December 2013. 3861 cases were confirmed 
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as CL by microscopic examination of Giemsa-
stained slides. ITS1 PCR-RFLP analysis showed 
dominance of L. tropica (more than 98%) among 
127 randomly chosen samples. Analysis of 
the ITS1 sequences revealed 4 sequence types 
among the 21 L. tropica isolates. Comparison of 
sequence types from Herat rural districts with the 
representatives of L. tropica from Iran, India, and 
Herat city showed two main population groups 
(cluster A and B). All isolates from Herat province, 
India and Southeast, East, and Central Iran were 
found exclusively in cluster A. The close proximity 
of West Afghanistan focus and Birjandcounty as 
the capital of Southern Khorasan province in East 
Iran can explain relatively equal to the genetic 
composition of L. tropica in these two neighboring 
regions. In addition, two populations were found 
among L. tropica isolates from Herat rural districts. 
Main population showed more similarity to some 
isolates from Birjand county in East Iran while 
minor population probably originated from the 
Southeast and East Iranian L. tropica. Recent study 
provided valuable information concerning the 
population structure of L. tropica and epidemiology 
of ACL in the West of Afghanistan, which could 
be the basis for molecular epidemiology studies in 
other regions of Afghanistan.
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Phylogenetic structure of Leishmaniatropica in 
the new endemic focus Birjand in East Iran in 
comparison to other Iranian endemic regions.
Karamian M , Kuhls K , Hemmati M ,  Ghatee MA .

Abstract: Iran has been identified being among 
the countries with the highest number of cutaneous 
leishmaniasis (CL) cases. South Khorasan province 
in East Iran is an emerging focus of CL. Species 
identification of sixty clinical samples by ITS1 
PCR-RFLP presented evidence for the dominance of 
Leishmaniatropica (90%) in this region. Analysis of 
the ITS1 sequence of 19 L tropica isolates revealed 
seven closely related sequence types. In addition, 
ITS1 sequences available in GenBank from other 
Iranian regions were compiled for comparison 
with the studied isolates. Iranian L tropica was 
distributed in two main clusters. All East Iranian 
sequence types were grouped with strains from 
foci from Southeast and Central regions in cluster 
A, showing highly similar sequences. The highest 
similarity was observed between most L. tropica 
from East and all isolates from Southeast regions 
and from Savojbolagh county in Central Iran. 
Southwest L tropica was shown to be paraphyletic 
as the isolates were distributed in both clusters 
A and B. All Northeastern L. tropica were part 
of cluster B, however they showed significant 
heterogeneity and were distributed in different 
subclusters. Distribution of L. tropica populations 
was to some extent congruent with genetic 
lineages of Phlebotomussergenti in Iran and may 
be an evidence for parasite-vector co evolution. 
Southeast-East L. tropica was also similar to strains 
from Herat province in Afghanistan at the East 
border of Iran. This is the first comprehensive study 
on population structure of L. tropica in Iran that 
provides a guideline for appropriate sampling for 
further molecular based epidemiological studies.
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