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Abstract 

Background: Chronic lymphocytic leukemia (CLL) is one of the most prevalent forms of leukemia in 

adults. Inactivation of the DLEU7 gene is frequently observed in patients with CLL. Furthermore, 

microRNAs (miRNAs) have been observed to have a critical role in the pathogenesis of several cancers, 

including leukemia. Considering the tumor-suppressive role of DLEU7, as well as the tumor suppressor 

or oncogenic role of microRNAs (miRNAs), the aim of the present study was to evaluate the potential 

miRNAs targeting the DLEU7 gene in B-cells and explore expression changes these genes in the plasma 

of B-CLL patients.  

Methods: The miRNAs interacting with the DLEU7 gene were predicted and selected using 

bioinformatics tools. A total of 80 plasma samples were collected from 40 patients with B-cells and 40 

healthy individuals, then subjected to RNA extraction and cDNA synthesis. The expression profiles of 

the predicted miRNAs and the DLEU7 gene in the plasma of B-CLL patients and healthy individuals 

were determined by RT-qPCR analysis.  

Results: The bioinformatics prediction indicated that miR-15b and miR-195 target the DLEU7 gene. The 

expression levels of miR-15b and miR-195 were significantly higher in the plasma of patients with B-

CLL compared to the healthy individuals (91.6, p= 0.001) (169, p= 0.001). However, the expression level 

of the DLEU7 gene was found to be significantly lower in the patient group compared to healthy controls 

(0.304, p= 0.001). 

Conclusions: Both miR-15b and miR-195, have the potential to function as novel and non-invasive 

biomarkers in the diagnosis and prognosis of patients with B-CLL. 
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Introduction 
Chronic lymphocytic leukemia (CLL) is one of 

the most common forms of leukemia, primarily 

affecting the older adult population (1). This 

subtype accounts for about 25% to 30% of all 

leukemia cases (2). C LL is a chronic 

lymphoproliferative disorder characterized by 

the proliferation of malignant and dysfunctional 

 
 

B lymphocytes that appear mature. These 

abnormal B-cells accumulate in the blood, bone 

marrow, and secondary lymphoid tissues (3). On 

their cell surface, they express CD5, CD19, 

CD23, and low levels of membrane 

immunoglobulins (IgM and IgD) (4). Therefore, 

they have a distinct phenotypic profile 
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distinguishing them from normal B cells (5). It 

has been shown that one of the important 

prognostic factors in CLL are chromosome 

abnormalities, including the deletion of 

chromosomes 17q13, 6q21, 11q23, 13q14 and 

17p13, and trisomy 12 (6, 7). Deletions of 13q14 

are the most prevalent chromosomal 

abnormalities observed in CLL, occurring in 

over 50% of CLL patients (8, 9). Research has 

shown both miR15/5 and DLEU7 (deletion in 

lymphocytic leukemia 7) comprise the minimum 

deleted region (MDR) in CLL (10, 11). 

DLEU7 is known as a tumor-suppressor gene 

at 13q14 (11). This molecule acts as an inhibitor 

of the NF-kB signaling pathway, blocking the 

function of TACI (transmembrane activator and 

calcium modulator and cyclophilin ligand 

interactor) and BCMA (B-cell maturation 

antigen) through TRAFs (Tumor necrosis factor 

receptor-associated factors) (12) (Fig. 1A). 

Deletion of 13q14 in CLL leads to the 

inactivation of DLEU7 and consequently the 

induction of the NF-kB signaling pathway 

through TRAFs (13) (Fig. 1B). The NF-kB 

signaling pathway has a significant role in the 

pathogenesis of CLL leading to proliferation, 

survival and the inhibition of apoptosis in CLL 

cells (14). 

Fig. 1. Schematic representation of the role of the DLEU7 molecule in the NF-kB signaling pathway. A) DLEU7 inhibits NF-kB 

signaling pathway through TRAFs. B) Inactivation of DLEU7 induces the NF-kB signaling pathway through TRAFs in CLL cell. 

 
MicroRNAs (miRNAs) as a type of short 

non-coding RNAs play an important role in the 

regulation of gene expression via binding to the 

3′ untranslated region (3′ UTR) of target 

mRNAs and inhibiting translation (15, 16). 

These miRNAs have been observed to have a 

role in a range of different cellular and 

molecular processes including proliferation, 

differentiation, metabolism, apoptosis and 

tumorigenesis (17, 18). These molecules are 

found in different tissues with variable 

expression, and their expression profiles 

become alter in a disease state (19-21). 

Additionally, the miRNAs are stable in serum 

and plasma and have unique expression profiles 

in different forms of cancer (22-24). Therefore, 

these molecules are promising candidates as 

non-invasive biomarkers in the diagnosis and 

treatment of various diseases, including CLL 

(25, 26). 

In the present study, miRNAs targeting the 

DLEU7 gene were predicted using 

bioinformatics tools. The expression levels of 

the predicted miRNAs and DLEU7 in the 

plasma samples of CLL patients was then 

determined using RT-qPCR. 
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Materials and Methods 
Clinical samples 

A total of 80 plasma specimens were collected. Of 

the samples, 40 were isolated from patients 

diagnosed with B-CLL and 40 were from healthy 

volunteers. In both groups, samples were 

collected from 20 males and 20 females, with an 

average age of 35 years (ranging from 30 to 67 

years) in the patient group and 34 years (ranging 

from 26 to 68 years) in the healthy control group 

(Table 1). Participants in the B-CLL group had 

not receive any prior conventional treatment 

including surgery, chemotherapy, or 

radiotherapy. Prior to taking part in this study, all 

participants provided written informed consent.  

 

 

Prior to analysis, all collected samples were 

stored at -70 ˚C. Plasma was then extracted 

from all peripheral blood samples. After 

collecting the samples, flow cytometry was 

used to confirm the diagnosis of B-CLL. Flow 

cytometry specific markers CD5+, CD19+, 

CD20+ and CD23+ were used to identify B-

CLL. In this group we did not express any 

aberrant markers such as those specific to 

myeloid cells or T-lymphocytes. This study was 

approved by the Ethical Committee of Arak 

University of Medical Science, Ethic Approval 

Code IR.ARAKMU.REC.1395.418.

Available Total 

Sex 
Average age 

(range) 

Hematology parameters in 

peripheral blood 

Female male 
WBC 

109/L 
Hb 

gr/L 
Plt 

109/L 

B-CLL patients Number (%) 40 (50) 20 (50) 20 (50) 35 (30-67) 54.2 10.2 112 

Healthy controls Number (%) 40 (50) 20 (50) 20 (50) 34 (26-68) 5.2 14.7 281 

Table 1. Baseline characteristics of the B-CLL patients and control group. 

 

Bioinformatics analysis 

Determining the miRNAs that interact with the 

DLEU7 gene were predicted using bioinformatics 

websites such as PicTar (https://pictar.mdc-

berlin.de/), DIANA (http://diana.imis.athena-

innovation.gr/DianaTools/index.php?r=microT_C

DS/index), Targetscan (http://www.TargetScan), 

miRDB (http://mirdb.org/), miRecords 

(http://c1.accurascience.com/miRecords/) and 

RNAhybrid (https://bio.tools/rnahybrid). Based on 

the results obtained from different bioinformatics 

tools, two miRNAs with the highest scores and 

repetition were selected and used for further in 

vitro investigation. The sequences of the predicted 

miRNAs were retrieved from the miRBase 

(www.mirbase.org) database. 

Extraction of miRNA and reverse transcription 

The extraction of miRNAs from plasma 

samples was performed using the RNX-Plus 

kit (SinaClon, Iran) according to the 

manufacturer`s protocol. The extracted 

miRNAs were converted to cDNA using a 

mixture containing 1μM of specific stem-loop 

RT primers (Table 2), M-MLV enzyme (as 

reverse transcription enzyme) (Vivantis, 

Malaysia), 1x RT-enzyme buffer, 1 μg of  

 

RNA, and 400 μM dNTP. The mixture was 

first incubated at 75 °C for 5 min and then 

placed in a thermal cycler (Eppendorf, 

Germany) at 25 °C for 15 min, 37 °C for 15 

min, 42 °C for 45 min, and then 75 °C for 10 

min. The resultant synthesized cDNAs were 

stored at -20 °C. 

Quantitative real-time PCR 

QRT-PCR was performed to detect the 

expression level of miRNAs and the DLEU7 

gene in the plasma samples of patients with B-

CLL using SYBR Green PremixExRaq II 

(Yekta Tajhiz Azma, Iran) and the Light 

Cycler96 instrument (Roche, Germany). The 

comparative Cq (quantitation cycle) method 

was applied to quantify the expression levels 

using the relative expression software tool 

(REST) (27). The specific primers for qRT-

PCR were designed by the GeneRunner and 

AlleleID7 software (Table 3) and the specificity 

of primers was determined using the NCBI 

BLASTn tool. As reference genes for qRT-

PCR, miR-103 and GAPDH were used as an 

endogenous normalizer miRNA and as a 

housekeeping gene, respectively.  
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Table 2. List of stem-loop primers used for C-DNA synthesis. 

Target Primer sequences (5`-3`) 

miR-15b 5`-GTCGTATCGAGAGCAGGGTCCGAGGTATTCGCACTCGATACGACTGTAAAC-`3 

miR-195 5`-GTCGTATCGAGAGCAGGGTCCGAGGTATTCGCACTCGATACGACGCCAATA-`3 

miR-103 5`-GTCGTATCGAGAGCAGGGTCCGAGGTATTCGCACTCGATACGACCAAGGCA-3  ̀

 
Table 3. List of specific primers used for qRT-PCR. 

Target Primer sequences (5`-3`) 

miR-15b 
Forward: 5`-GCAGCACATCATGGTTTACA-`3 

Reverse: 5`-AGAGCAGGGTCCGAGGT-3` 

miR-195 
Forward: 5`-GCAGCACAGAAATATTGGC-`3 

Reverse: 5`-AGAGCAGGGTCCGAGGT-3` 

miR-103 
Forward: 5`-GCTTCTTTACAGTGCTGCC-3` 

Reverse: 5`-AGAGCAGGGTCCGAGGT-3` 

DLEU7 
Forward: 5`-CCATTCACCTGAAGGATAGTG-`3 

Reverse: 5`-TTAGCAAGTGACTGAATCAGC-`3 

GAPDH 
Forward: 5`-GGAGTCCACTGGCGTCTTCAC-3` 

Reverse: 5`-GAGGCATTGCTGATGATCTTGAGG-3` 

 

Data analysis 
The relative expression rate from qRT-PCR 

was analyzed using REST (2009) and 

determined as the mean±standard error (SE). 

All results were analyzed using the statistical 

package for social sciences (SPSS) software 

(Ver 16; SSPS Inc., 184 Chicago). Significant 

differences were calculated and considered 

statistically significant at p values< 0.05. 

Results 
MiRNAs prediction 

The predictions of various bioinformatics 

databases such as PicTar, DIANA, Targetscan, 

miRDB, miRecords, and RNAhybrid revealed 

that miR-15b and miR-195 are the miRNAs 

 

that target the DLEU7 gene with the high 

repetition (Table 4). Therefore, these two 

miRNAs with highest scores were chosen as the 

miRNAs that target the DLEU7 mRNA. Some 

of the databases, including Pictar, DIANA, 

Targetscan, and miRDB, reported the 

connection of miR-15b and miR-195 to the 

DLEU7 gene based on the indicators, free 

energy, miTG score, context score, and target 

score, respectively (Table 5), while miRecords 

and RNAhybrid only revealed connection or 

non-connection. The 3′-UTRs region of DLEU7 

mRNA that is targeted by the miR-15b and miR-

195 binding seed regions were shown in PicTar 

(Fig. 2A) and Targetscan softwares (Fig. 2B). 
 

Table 4. The results of miRNA prediction for DLEU7 gene 

miRNname Targetscan PicTar DIANA miRecords miRDB RNAhybrid SUM 

Has-miR-15b 1† 1 1 1 1 1 6/6 § 

Has-miR-195 1 1 1 1 0‡ 1 5/6 

†: Targeting of DLEU7 is confirmed by the software (Targetscan, PicTar, DIANA, miRecords, miRDB and RNAhybrid) 
‡: Targeting of DLEU7 is not confirmed by the software. 

§: Number of repetitions / total number of databases reviewed. 
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Table 5. Scores obtained from different bioinformatics databases for  the selected miRNA. 

miRNA 

Score 

PicTar 

(Free Energies 

kcal/mol) 

DIANA 

(miTG score) † 
Targetscan 

(context score) ‡ 
miRDB 

(Target score) § 

Has-miR-15b -20.6 0.996 -0.39 81 

Has-miR-195 -21.1 0.994 -0.38 81 

† MiRNA target gene (miTG score): The prediction score. The higher the miTG score the higher the probability of targeting. 

‡ Context score (CS): The context score is the sum of the contribution of site-type contribution, 3' pairing contribution, local AU 

contribution and position contribution features. 

§ Target score: The higher the score, the more confidence we have in this prediction. Predicted target with prediction score > 80 is 

most likely to be real. If the score is below 60, you need to be cautious, and it is recommended to have other supporting evidence as 

well. 

 
Fig. 2. Schematic representation of the 3′-UTRs region of DLEU7 mRNA that is targeted by miR-15b and miR-195 binding 

seed region in A) PicTar and B) Targetscan software. 

 

Purification of PIA 

The predictions of various bioinformatics 

databases such as PicTar, DIANA, 

Targetscan, miRDB, miRecords, and 

RNAhybrid revealed that miR-15b and miR-

195 are the miRNAs that target the DLEU7 

gene with the high repetition (Table 4). 

Therefore, these two miRNAs with highest 

scores were chosen as the miRNAs that target 

the DLEU7 mRNA. Some of the databases, 

including Pictar, DIANA, Targetscan, and 

miRDB, reported the connection of miR-15b 

and miR-195 to the DLEU7 gene based on the 

indicators, free energy, miTG score, context 

score, and target score, respectively (Table 

5), while miRecords and RNAhybrid only  

 

revealed connection or non-connection. The 

3′-UTRs region of DLEU7 mRNA that is 

targeted by the miR-15b and miR-195 binding 

seed regions were shown in PicTar (Fig. 2A) 

and Targetscan software (Fig. 2B). 

Determination of the expression level of miR-

15b, miR-195 and DLEU7 gene 

The results obtained from qRT-PCR 

demonstrated that the expression levels of the 

DLEU7 gene were significantly lower in B-

CLL patients than in healthy individuals 

(0.304, p< 0.001) (Fig. 3A). However, the 

expression levels of miR-15b and miR-195 

were significantly higher in B-CLL patients 
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than in the healthy controls (91.6, p< 0.001) 

(169, p< 0.001) (Fig. 3B). Therefore, the 

expression levels of miR-15b and miR-195 were 

increased while the expression level of the target 

gene of these two miRNAs, DLEU7, was 

decreased in B-CLL (Fig. 4).  

Since the deletion of 13q14 is found in 

patients with B-CLL, the expression of the 

DLEU7 gene may be decreased (50% of cases) 

as a result of this deletion (8). In another group 

of B-CLL patients without the 13q14 deletion, 

the expression of the DLEU7 gene and miR-15b 

did not change. The difference between these 

two groups can be seen in the distribution of ∆Ct 

in the expression of DLEU7 gene (Fig. 5A) and 

even miR-15b (Fig. 5B). 

 

 

Fig. 3. (A) Relative expression of DLEU7 in B-CLL patients in comparison to the healthy control group. (B) Comparison of differential 

expression levels of miR-15b and miR-195 between patients with B-CLL and healthy individuals. Error bars indicate the standard 

error of the mean. 

 

 

 

 
Fig. 4. Schematic representation of the increased expression of oncogenic miRNAs such as miR-15b and miR-195 and decreased 

expression of the DLEU7 suppressor tumor gene (as the target gene for these miRNAs) in B-CLL. 
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Fig. 5. Distribution of ∆Ct in healthy individuals and patients with B-CLL for (A) DLEU7 and (B) miR-15b. 
 

Discussion 
Genetic alterations such as mutations, 

chromosomal abnormalities, epigenetic 

modifications and alterations in the expression of 

miRNAs are one of the most valuable prognostic 

factors in CLL (28). Evidence has demonstrated 

that the dysregulation of miRNAs is associated 

with the development and progression of CLL 

(29, 30). These miRNAs can target different 

molecules that play an important role in the 

pathogenesis of CLL (31). The expression of 

miRNAs in many disease states and their unique 

properties such as tissue specificity, rapid release 

rate, and plasma stability make them promising 

diagnostic and therapeutic biomarkers in many 

diseases, including CLL (32). Several reports 

have indicated that different miRNAs including 

miR-15, miR-16, miR-17, miR-21, miR-155, 

miR-192 and miR-181 are involved in CLL 

pathogenesis (19, 33, 34). It has been shown that 

some miRNAs including miR-34a, miR-155, 

and miR-342-3p have been found to be 

significantly up-regulated in CLL patients, 

whereas miR-103, miR-181a and miR-181b are 

down-regulated (35). 

Some studies have indicated that DLEU7, as 

a tumor suppressor gene at 13q14, 

downregulates the NF-kB signaling pathway and 

that dysregulation of this signaling pathway 

contributes to development and progression of 

CLL (12). Therefore, given the potential role for 

DLEU7 in the pathogenesis of CLL, this gene 

appears to be a suitable candidate for miRNA 

targeting studies.  

 

 

In the present study, we predicted miRNAs 

that interacted with the DLEU7 gene using 

bioinformatics tools. We then measured the 

expression levels of these predicted miRNAs 

and DLEU7 in the plasma samples of CLL 

patients and healthy controls using RT-qPCR. 

Based on our bioinformatics study, miR-15b and 

miR-195 had the highest scores and were 

therefore selected for further experiments. Our 

findings demonstrated that these two miRNAs 

likely target the DLEU7 gene. 

The plasma levels of miR-15b and miR-195 

were found to be significantly higher in patients 

with CLL than in the healthy individuals. The 

expression of miR-15b and miR-195 was 

upregulated by 91.6-fold (p= 0.001) and 196-

fold (p= 0.001), respectively. However, the 

plasma levels of DLEU7 were downregulated by 

0.304 (or −3.28-fold, p= 0.001) in the CLL 

patients compared to healthy individuals. These 

results suggest that miR-15b and miR-195 likely 

function as oncogenes in CLL and contribute to 

the proliferation, survival, and inhibition of 

apoptosis of the malignant CLL B-cells by 

directly targeting DLEU7 mRNA.  

The role of miR-15b expression has been 

extensively studied in different types of cancer 

including hepatocellular carcinoma, breast 

cancer, gastric cancer, and glioma by targeting 

E2F, MTSS1, BCL-2, NRP-2, and cyclin D1, 

respectively (36-39). Therefore, the abnormal 

expression of miR-15b found in various cancers 

makes these miRNAs an effective molecular
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biomarker (40). Interestingly, miR-195 has 

been found to be both upregulated and 

deregulated depending on the type of cancer. 

For example, miR-195 has been found to be 

upregulated in breast cancer and CLL, while 

downregulated in adrenocortical carcinoma 

and hepatocellular carcinoma (32, 41-43). 

Bioinformatics predictions have also indicated 

that miR-195 can target several molecules 

such as BCL2, IGF1, cyclin D3 and surviving 

in colorectal cancer, rectal cancer, and lung 

cancer, respectively (44-46).  

To the best of our knowledge, this study is 

the first report to examine DLEU7-related 

miRNAs in CLL. The findings of the present 

study indicate that there is an inverse 

relationship between the upregulation of the 

miRNAs, miR-15b and miR-195, and the 

downregulation of DLEU7 in CLL patients. 

This relationship may be due to the targeting 

of the DLEU7 mRNA by miR-15b and miR-

195. Therefore, we propose that these miRNAs 

have the potential to function as novel and non-

invasive biomarkers in the diagnosis and 

prognosis of CLL. However, further 

investigation is needed to uncover the 

functional relationship between the identified 

miRNAs and the DLEU7 gene.  

Further research, including Luciferase assay 

and FISH, is needed to confirm that the decrease 

in the expression of the DLEU7 mRNA is due to 

the aberrant expression of these miRNAs, not to 

the deletion of del13. 

Acknowledgements 

The study was approved by the Ethics 

Committee of Arak University of Medical 

Sciences, in accordance with the declaration of 

Helsinki, (ethics number 

IR.ARAKMU.REC.1395.418). 

This study was supported by a grant from the 

Deputy for research and technology, Arak 

University of Medical Sciences. The funders had 

no involvement in study design, data collection 

and analysis, decision to publish, or preparation 

of the manuscript. 
 

References  
1. Chiorazzi N, Rai KR, Ferrarini M. Chronic 

lymphocytic leukemia. N Engl J of Med. 

2005;352(8):804-15. 

2. Sgambati MT, Linet MS, Devesa S. Chronic 

lymphocytic leukemia epidemiological, familial, 

and genetic aspects. In: Cheson BD,ed. Chronic 

lymphocytic leukemia (2nd ed). New York: 

Marcal Dekker;2001:33-62. 

3. Orfao A, Almeida J, Sanchez ML, San Miguel 

JF. Immunophenotypic diagnosis of leukemic B-

cell chronic lymphoproliferative disorders other 

than chronic lymphocytic leukemia. Chronic 

Lymphocytic Leukemia. Contemporary 

Hematology. Humana Press, Totowa, NJ; 2004. 

4. Swerdlow S, Campo E, Harris NL, Jaffe ES, 

Pileri SA, Stein H, et al. WHO classification of 

tumours of haematopoietic and lymphoid tissues. 

Lyon. 4th Edition. 2008. 

5. Zhang S, Kipps TJ. The pathogenesis of 

chronic lymphocytic leukemia. Annu Rev Pathol. 

2014;9:103-118. 

6. Kiefer Y, Schulte C, Tiemann M, Bullerdiek 

J. Chronic lymphocytic leukemia-associated 

 

 

chromosomal abnormalities and miRNA 

deregulation. Appl Clin Genet. 2012;5:21-28. 

7. Caporaso N, Goldin L, Plass C, Calin G, Marti 

G, Bauer S, et al. Chronic lymphocytic leukaemia 

genetics overview. Br J Haematol. 

2007;139(5):630-4. 

8. Döhner H, Stilgenbauer S, Benner A, Leupolt 

E, Kröber A, Bullinger L, et al. Genomic 

aberrations and survival in chronic lymphocytic 

leukemia. N Engl J Med. 2000;343(26):1910-6. 

9. Döhner H, Stilgenbauer S, Döhner K, Bentz 

M, Lichter P. Chromosome aberrations in B-cell 

chronic lymphocytic leukemia: reassessment 

based on molecular cytogenetic analysis. J Mol 

Med (Berl). 1999;77(2):266-81. 

10. Ouillette P, Erba H, Kujawski L, Kaminski M, 

Shedden K, Malek SN. Integrated genomic 

profiling of chronic lymphocytic leukemia 

identifies subtypes of deletion 13q14. Cancer Res. 

2008;68(4):1012-21. 

11.Hammarsund M, Corcoran MM, Wilson W, 

Zhu C, Einhorn S, Sangfelt O, et al. 

Characterization of a novel B‐CLL candidate   

 [
 D

O
I:

 1
0.

52
54

7/
rb

m
b.

10
.1

.2
0 

] 
 [

 D
ow

nl
oa

de
d 

fr
om

 r
bm

b.
ne

t o
n 

20
25

-1
2-

20
 ]

 

                             8 / 10

http://dx.doi.org/10.52547/rbmb.10.1.20
http://rbmb.net/article-1-567-en.html


Bagheri M et al 

           Rep. Biochem. Mol. Biol, Vol.10, No.1, Apr 2021 28 

gene–DLEU7–located in the 13q14 tumor 

suppressor locus. FEBS Lett. 2004;556(1-

3):75-80. 

12. Palamarchuk A, Efanov A, Nazaryan N, 

Santanam U, Alder H, Rassenti L, et al. 13q14 

deletions in CLL involve cooperating tumor 

suppressors. Blood. 2010;115(19):3916-3922. 

13. Pekarsky Y, Zanesi N, Croce CM, editors. 

Molecular basis of CLL. Semin Cancer Biol. 

2010;20(6):370-6. 

14. Pekarsky Y, Zanesi N, Aqeilan RI, Croce CM. 

Animal models for chronic lymphocytic 

leukemia. J Cell Biochem. 2007;100(5):1109-18. 

15. Salarinia R, Sahebkar A, Peyvandi M, Reza 

Mirzaei H, Reza Jaafari M, Matbou Riahi M, et 

al. Epi-drugs and Epi-miRs: moving beyond 

current cancer therapies. Current cancer drug 

targets. 2016;16(9):773-788. 

16. Esmaili MA, Kazemi A, Zaker F, Faranoush 

M, Rezvany MR. Effects of Reduced Mir-24 

Expression on Plasma Methotrexate Levels, 

Therapy-Related Toxicities, and Patient 

Outcomes in Pediatric Acute Lymphoblastic 

Leukemia. Reports of Biochemistry & Molecular 

Biology. 2020;8(4):358-365. 

17. Simonian M, Mosallayi M, Mirzaei H. 

Circulating miR-21 as novel biomarker in gastric 

cancer: diagnostic and prognostic biomarker. J 

Cancer Res Ther. 2018;14(2):475. 

18. Bayatiani MR, Ahmadi A, Aghabozorgi R, 

Seif F. Concomitant Up-Regulation of Hsa-Mir-

374 and Down-Regulation of Its Targets, GSK-3β 

and APC, in Tissue Samples of Colorectal 

Cancer. Reports of Biochemistry and Molecular 

Biology. 2021,9(4):408-416. 

19. Pekarsky Y, Santanam U, Cimmino A, 

Palamarchuk A, Efanov A, Maximov V, et al. 

Tcl1 expression in chronic lymphocytic leukemia 

is regulated by miR-29 and miR-181. Cancer Res. 

2006;66(24):11590-3. 

20. Balatti V, Pekarky Y, Rizzotto L, Croce CM. 

miR deregulation in CLL. Adv Exp Med Biol. 

2013;792:309-25. 

21. Shaker O, Mahfouz H, Salama A, Medhat E. 

Long Non-Coding HULC and miRNA-372 as 

Diagnostic Biomarkers in Hepatocellular 

Carcinoma. Reports of Biochemistry & 

Molecular Biology. 2020;9(2):230-240. 

22. Mitchell PS, Parkin RK, Kroh EM, Fritz BR, 

Wyman SK, Pogosova-Agadjanyan EL, et al. 

Circulating microRNAs as stable blood-based 

markers for cancer detection. Proc Natl Acad Sci 

U S A. 2008;105(30):10513-8. 

23.Wang L, Zhang S, Xu Z, Zhang J, Li L, Zhao 

G. The diagnostic value of microRNA-4787-5p 

and microRNA-4306 in patients with acute aortic 

dissection. Am J Transl Res. 2017;9(11):5138-

5149. 

24. Parvaee P, Sarmadian H, Khansarinejad B, 

Amini M, Mondanizadeh M. Plasma level of 

microRNAs, miR-107, miR-194 and miR-210 as 

potential biomarkers for diagnosis intestinal-type 

gastric cancer in human. Asian Pac J Cancer Prev. 

2019;20(5):1421-1426. 

25. Fernando TR, Rodriguez-Malave NI, Rao 

DS. MicroRNAs in B cell development and 

malignancy. J Hematol Oncol. 2012;5:7. 

26. Brase JC, Wuttig D, Kuner R, Sültmann H. 

Serum microRNAs as non-invasive biomarkers 

for cancer. Molecular cancer. 2010;9:306. 

27. Pfaffl MW, Horgan GW, Dempfle L. Relative 

expression software tool (REST©) for group-

wise comparison and statistical analysis of 

relative expression results in real-time PCR. 

Nucleic Acids Res. 2002;30(9):e36. 

28.Wozniak MB, Scelo G, Muller DC, Mukeria 

A, Zaridze D, Brennan P. Circulating microRNAs 

as non-invasive biomarkers for early detection of 

non-small-cell lung cancer. PLoS One. 

2015;10(5):e0125026. 

29. Mraz M, Pospisilova S, Malinova K, Slapak I, 

Mayer J. MicroRNAs in chronic lymphocytic 

leukemia pathogenesis and disease subtypes. 

Leuk Lymphoma. 2009;50(3):506-9. 

30. Rossi S, Shimizu M, Barbarotto E, Nicoloso 

MS, Dimitri F, Sampath D, et al. microRNA 

fingerprinting of CLL patients with chromosome 

17p deletion identify a miR-21 score that stratifies 

early survival. Blood. 2010;116(6):945-52. 

31. Mirzaei H, Fathullahzadeh S, 

Khanmohammadi R, Darijani M, Momeni F, 

Masoudifar A, et al. State of the art in microRNA 

as diagnostic and therapeutic biomarkers in 

chronic lymphocytic leukemia. J Cell Physiol. 

2018;233(2):888-900.

 [
 D

O
I:

 1
0.

52
54

7/
rb

m
b.

10
.1

.2
0 

] 
 [

 D
ow

nl
oa

de
d 

fr
om

 r
bm

b.
ne

t o
n 

20
25

-1
2-

20
 ]

 

                             9 / 10

http://dx.doi.org/10.52547/rbmb.10.1.20
http://rbmb.net/article-1-567-en.html


Changes in Plasma Expression of mi-RNAs in CLL 

 

       Rep. Biochem. Mol. Biol, Vol.10, No.1, Apr 2021  29 

32.  Zanette DL, Rivadavia F, Molfetta GA, 

Barbuzano FG, Proto-Siqueira R, Silva Jr WA, et 

al. miRNA expression profiles in chronic 

lymphocytic and acute lymphocytic leukemia. 

Braz J Med Biol Res. 2007;40(11):1435-40. 

33. Calin GA, Cimmino A, Fabbri M, Ferracin M, 

Wojcik SE, Shimizu M, et al. MiR-15a and miR-

16-1 cluster functions in human leukemia. Proc 

Natl Acad Sci U S A. 2008;105(13):5166-71. 

34. Fathullahzadeh S, Mirzaei H, Honardoost 

MA, Sahebkar A, Salehi M. Circulating 

microRNA-192 as a diagnostic biomarker in 

human chronic lymphocytic leukemia. Cancer 

Gene Ther. 2016;23(10):327-332. 

35. Li S, Moffett HF, Lu J, Werner L, Zhang H, 

Ritz J, et al. MicroRNA expression profiling 

identifies activated B cell status in chronic 

lymphocytic leukemia cells. PLoS One. 

2011;6(3):e16956. 

36. Kedmi M, Ben-Chetrit N, Körner C, Mancini 

M, Ben-Moshe NB, Lauriola M, et al. EGF 

induces microRNAs that target suppressors of cell 

migration: miR-15b targets MTSS1 in breast 

cancer. Sci Signal. 2015;8(368):ra29. 

37. Liu AM, Yao T-J, Wang W, Wong K-F, Lee 

NP, Fan ST, et al. Circulating miR-15b and miR-

130b in serum as potential markers for detecting 

hepatocellular carcinoma: a retrospective cohort 

study. BMJ Open. 2012;2(2):e000825. 

38. Xia L, Zhang D, Du R, Pan Y, Zhao L, Sun S, 

et al. miR‐15b and miR‐16 modulate multidrug 

resistance by targeting BCL2 in human gastric 

cancer cells. Int J Cancer. 2008;123(2):372-379. 

39. Zheng X, Chopp M, Lu Y, Buller B, Jiang F. 

MiR-15b and miR-152 reduce glioma cell 

invasion and angiogenesis via NRP-2 and MMP-

3. Cancer Lett. 2013;329(2):146-54.

40. Zhang Y, Huang F, Wang J, Peng L, Luo H. 

MiR-15b mediates liver cancer cells proliferation 

through targeting BCL-2. Int J Clin Exp Pathol. 

2015;8(12):15677-15683. 

41. Heneghan HM, Miller N, Lowery AJ, 

Sweeney KJ, Newell J, Kerin MJ. Circulating 

microRNAs as novel minimally invasive 

biomarkers for breast cancer. Ann Surg. 

2010;251(3):499-505. 

42. Soon PSH, Tacon LJ, Gill AJ, Bambach CP, 

Sywak MS, Campbell PR, et al. miR-195 and 

miR-483-5p identified as predictors of poor 

prognosis in adrenocortical cancer. Clin Cancer 

Res. 2009;15(24):7684-7692. 

43. Xu T, Zhu Y, Xiong Y, Ge YY, Yun JP, 

Zhuang SM. MicroRNA‐195 suppresses 

tumorigenicity and regulates G1/S transition of 

human hepatocellular carcinoma cells. 

Hepatology. 2009;50(1):113-21. 

44. Liu L, Chen L, Xu Y, Li R, Du X. microRNA-

195 promotes apoptosis and suppresses 

tumorigenicity of human colorectal cancer cells. 

Biochem Biophys Res Commun. 

2010;400(2):236-40. 

45.Wang Y, Mu L, Huang M. MicroRNA‑195 

suppresses rectal cancer growth and metastasis 

via regulation of the PI3K/AKT signaling 

pathway. Mol Med Rep. 2019;20(5):4449-4458. 

46.Yu X, Zhang Y, Cavazos D, Ma X, Zhao Z, 

Du L, et al. miR-195 targets cyclin D3 and 

survivin to modulate the tumorigenesis of non-

small cell lung cancer. Cell Death Dis. 

2018;9(2):193. 

 

 

 [
 D

O
I:

 1
0.

52
54

7/
rb

m
b.

10
.1

.2
0 

] 
 [

 D
ow

nl
oa

de
d 

fr
om

 r
bm

b.
ne

t o
n 

20
25

-1
2-

20
 ]

 

Powered by TCPDF (www.tcpdf.org)

                            10 / 10

http://dx.doi.org/10.52547/rbmb.10.1.20
http://rbmb.net/article-1-567-en.html
http://www.tcpdf.org

