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Abstract

Background: MicroRNAs (MiRs) play a dual role in Acute Myeloid Leukemia (AML); hence, we can except both 
down and up-regulation of MiRs in latter patients. We analyzed the expression of MiR1275, MiR-551 and MiR-92b in 
100 newly diagnosed AML patients before and after chemotherapy with the aim to determine their role in diagnosis and 
prognosis of AML patients. 
Materials and Methods: MiR-1275, MiR-551, and MiR-92b MiRs expression level of 100 newly diagnosed AML 
patients were analyzed prior and following chemotherapy via SYBR Green Real-Time PCR. 
Results: Expression of MiR-92b and MiR-551 significantly increased (7.4-fold, 10.5-fold respectively) in AML pa-
tients following chemotherapy compared to baseline value at the time of diagnosis prior to chemotherapy (P=0.02, 
P=0.004, respectively). Conversely, MiR-1275 expression decreased significantly following chemotherapy (P=0.001). 
Also, the results showed that the mean expression level of MiR-92b and MiR-551 were significantly increased in the 
high-risk group compared to intermediate one (P=0.001, P=0.001, respectively). 
Conclusion: Taken together, Mir-1275, Mir-551, Mir-92b expression in AML patients is associated with cytogenetics, 
molecular alterations, marrow morphology, and clinical outcomes the correlation of studied MiRs with aGvHD was 
insignificant.
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Introduction

MicroRNAs (MiRs) are small non-coding RNAs containing 19-25 nucleo-
tides, which are being utilized in prognosis and diagnosis of many diseas-
es[1-3]. These specific RNAs are the main gene expression regulators that 
normalize cellular proliferation, differentiation, and apoptosis. And they 
have been meticulously investigated in the past two decades[4,5]. Although 
it is expected to detect MiRs in cells, these RNAs had been spotted in 
cancer patients’ serum. For most parts, the detected MiRs were related to 
the chromosome regions, associated with cancers[4]. MiRs play dual role in 
cancer, some play as tumor suppresser like MiRs 15a/16-1 cluster in lung 
cancer, some function as oncogenes such as MiR 17-92 cluster and MiR-
155/BIC in lymphoma. Therefor we can except both down and up regu-
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lation of MiRs amongst cancer patients[6-13]. MiRs have shown 
a dual role in cancer, some play as tumor suppresser like MiRs 
15a/16-1 cluster in lung cancer, others function as oncogenes, 
such as MiR 17-92 cluster and MiR-155/BIC in lymphoma[14]. 
Therefore, we can except both down and up-regulation of MiRs 
amongst cancer patients. Regarding the function of MiRs, these 
RNAs have been used not only to diagnose cancers, but also in 
determining the prognosis[15]. 
	 Therefore mentioned role was used for the first time 
in a study by Lawrie et al. in patients with lymphoma, which 
revealed the association of survival rate with MiR-21[5]. 
	 Another defined role for MiRs was to classify cancers 
since this method turned out to be more accurate than previous 
ones such as mRNA profiling. In this regard, classification of 
poorly differentiated AML was enhanced by reviewing the ex-
pressed MiRs[16]. AML as the most common type of leukemia[17] 
has four major chromosome translocation of which t(8;21), 
t(15;17), and inv(16) appear to have a better outcome than 
MLL/11q23 translocation[18]. Although eAML prognosis is based 
on the mentioned translocations, result inconsistencies calls for a 
more valid method such as the evaluation of MiRs. MiRs signa-
ture is detected in AML subtypes by identifying significant and 
unique MiR expression for each type[16]. For instance up-regu-
lation of MiR-12, MiR-134, MiR-299–5p, MiR-323, MiR-376a 
and MiR-382 were shown in serum of AML patients who had 
t(15;17) chromosome translocation[16,18].  With more than 2000 
MiRs identified, many more are still expected to be discovered 
and used not only as an indicator of prognosis and diagnosis, 
but also as indictors of response to treatment. And hopefully, by 
targeting MiRs we will be able to reach cancer therapy in the 
near future[17,19,20]. To provide a plenary insight into MiR1275, 
MiR-551 and MiR-92b among AML patients regarding diagno-
sis, prognosis, response to treatments and transplant and surviv-
al. Therefore, we analyzed the expression of 3 lesser knowns and 
studied MiRs in AML patients before and after chemotherapy.

Materials and Methods

Patients
In this cross-sectional study, 100 newly diagnosed AML adult 
patients were recruited from Namazi Hospital, affiliated to 
Shiraz University of Medical Sciences from February 2014 to 
March 2017. The AML diagnosis was confirmed by oncologists 
using morphology, cytochemistry, and immunophenotyping. 
Those with any previous history of malignancy and chemother-
apy, chronic diseases and transplant were excluded; hence, 2 
patients left the study. All patients received standard induction 
chemotherapy, which consisted of daunorubicin and cytarabine, 
also, For M3 patients, arsenic trioxide and ATRA in 2 divided 
doses in addition to standard induction chemotherapy regiment 
according to the manufacturer’s instructions. as previously de-
scribed Briefly[21-24]. 
	 Forty-two patients received Hematopoietic stem cell 
transplantation (HSCT) from the related HLA-matched donors. 
Sub-group to acute graft versus host disease (aGvHD) experi-
enced and not-experienced (non-aGvHD) HSCT patients. Acute 
graft versus host disease (aGvHD) was classified according 
to the classic Glucksberg–Seattle criteria and the Internation-
al Bone Marrow Transplant Registry[25]. Eighteen patients de-
veloped aGvHD, eleven patients had a low grade (grade I+II) 

aGvHD, and seven cases developed high grade (grade III+IV) 
of aGvHD. All procedures were in accordance with the Helsinki 
protocol of 1975 and approved by the Ethical Committee of Shi-
raz University of Medical Sciences (Shiraz, Iran) (Ethics com-
mittee code #94-01-104-11279).

Cytogenetic Analysis
Cytogenetic analysis was performed according to the National 
Comprehensive Cancer Network (NCCN) guidelines[26]. Chro-
mosomal abnormalities were tested by reverse transcriptase 
polymerase chain reaction (RT-PCR) for AML1-ETO and CB-
FB-MYH11. Patients who were negative for these chromosomal 
abnormalities were considered as CN-AML. 

Sample collection and Ribonucleic acid isolation
Five-milliliter peripheral blood was collected in Ethylenedi-
aminetetraacetic acid (EDTA)-containing tubes from each pa-
tient at the time of diagnosis prior to chemotherapy treatment 
and also healthy individuals. The peripheral blood mononuclear 
cells (PBMCs) were isolated from each patient and controls us-
ing Ficoll-hypaque density gradient centrifugation. Total RNA 
was extracted by TRIZOL reagent (Invitrogen) according to the 
manufacturer’s instructions as previously described briefly[21-23]. 

SYBR green real-time Polymerase chain reaction
For the quantitative analysis of MiR-1275, MiR-551, and MiR-
92b MiRs expression level, the SYBR Green Real-Time PCR 
method was performed using SYBR Premix Ex TaqTM II (Tli 
RNaseH Plus) (Takara, Japan) and designed primers specific 
for each MiRNA in an iQ5 thermocycler (BioRad Laboratories, 
USA) according to the manufacturer’s instructions. As previous-
ly described Briefly[21-23]. 

Table 1: The Primers and PCR condition for the MiR-1275-, MiR-551, 
MiR-92band GAPDH gene
Gene Primer sequences (5’->3’) Thermocycl ing 

condition
MiR-1275 :F TGTTTGGGTGGGGGAGAG 94 ͦ C/2 min, 40 

cycles of 94°C/30 
sec, 56.5°C/20 sec 
and 70°C/30 sec

MiR-1275 :R GTGCAGGGTCCGAGGT

MiR-92b :F GGTTTAGGGACGGGACG 94 ͦ C/2 min, 40 
cycles of 95°C/30 
sec, 57.5°C/20 sec 
and 70°C/30 sec

MiR-92b :R GTGCAGGGTCCGAGGT

MiR-551:F GGGGAAATCAAGCGTGGG 94 ͦ C/2 min, 40 
cycles of 94°C/10 
sec, 56.5°C/20 sec 
and 72°C/15 sec

MiR-551:R GTGCAGGGTCCGAGGT

GAPDH:F GGACTCATGACCACAGTC-
CA

95 ͦ C/2 min, 40 
cycles of 95°C/30 
sec, 57.5°C/20 secGAPDH:R CCAGTAGAGGCAGGGAT-

GAT
	
Statistical Analysis 
Data were analyzed by SPSS software, version 18. The differ-
ences in the mean expression level of MiR-1275-, MiR-551 and 
MiR-92b before and after chemotherapy were compared via 
paired t-test. Mean expression level of MiR-1275, MiR-551, 
and MiR-92b dicer regarding laboratory data were analyzed 
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by Chi-square test. The mean expression level of MiR-1275, 
MiR-551 and MiR-92b were compared between patients based 
on response to chemotherapy treatment, cytogenetic aberration 
and FAB subtypes by independent t-test. P-values less than 0.05 
were considered to be statistically significant.  

Results

A hundred newly diagnosed AML patients with a mean age of 
38±2.4 years (20-86) were studied of whom 52.5% were female. 
Details of demographic and laboratory characteristics of patients 
are shown in Table 2.

Table 2: Demographic and laboratory information of AML patients
Gender n(%)
Male 48 (48.0)
Female 52 (52.0)
FAB classification n(%)
M0 13 (13.0)
M2 40 (40.0)
M3 22 (22.0)
M4 11 (11.0)
M5 12 (12.0)
M6 2 (2.0)
M7 0 (0)
Median age years 45.4 (19-85)
Blood count
White blood cell (×106) 38.6(0.9-300)
Hemoglobin (g/dl) 8.1 (3.8-14.7)
Platelet (× 106) 51 (3-380)
Response rate after treatment n(%)
Patients with chemotherapy response 53 (53.0)
Patients without chemotherapy response 47 (47.0)
Cytogenetic/molecular risk n(%)
Favorable risk 22 (22.0)
Intermediate risk 45 (45.0)
Poor risk 33  (33.0)

Changes in MiR-1275, MiR-551 and MiR-92b expression 
amongst AML patients following chemotherapy
The mRNA expression of MiR-1275, MiR-551 and MiR-92b 
were measured before and after chemotherapy. After the statisti-
cal analysis, our results revealed that the expression of MiR-92b 
and MiR-551 significantly increased (7.4 fold, 10.5-fold respec-
tively) in AML patients following chemotherapy compared to 
baseline value at the time of diagnosis prior to chemotherapy 
(1.02±0.98 vs. 3.9±0.79; P=0.02, 95% confidence interval (CI): 
-5.1 to -0.41 for MiR-92b), (1.2±0.80 vs. 4.6±0.82; P=0.004, 
95% CI: -5.6 to -1.09 for MiR-551). Conversely, MiR-1275 
expression decreased significantly following chemotherapy 
(2.9±0.82vs. 1.4±0.84; P=0.001, 95% CI: -0.76 to -3.8). 

Figure 1: Change in MiR-1275, Mir-92b and MiR-551 expression fol-
lowing chemotherapy in AML patients

MiR-1275, MiR-551 and MiR-92b expression in HSCT pa-
tients and development of the aGvHD
The mean expression of MiR1275, MiR-551 and MiR-92b were 
compared between patients with and without aGvHD. Our re-
sults demonstrated that MiR-1275, MiR-551 and MiR-92b gene 
expression levels were increased in patients who developed 
aGvHD in comparison with those without aGvHD, albeit the 
difference was not statistically significant (0.14±3.7vs. 3.4±1.2; 
P=0.3, 95% CI: -10.4 to 3.8   for MiR -1275), (-1.03±4.3 vs. 
3.5±1.3; P=0.2, 95% CI: -12.8 to 3.6 for MiR-92b) (-0.2±3.7vs. 
2.9±0.9; P=0.3, 95% CI: -10 to 3.6 for MiR-551). In addition, 
MiR1275, MiR-551 and MiR-92b were overexpressed in HSCT 
(hematopoietic stem cell transplantation) patients with high 
grade aGvHD (grade III-IV) compared to those patients who de-
veloped low grade (grade 0-II) aGvHD, although the difference 
was not statistically significant (-2.3±8.1vs. 2.1±2.2; P=0.5, 95% 
CI: -11.7 to 20.7 for MiR-1275), (-3.8±9.6 vs. 1.2±2.3; P=0.5, 
95% CI: -13.2 to 24.2 for MiR-92b) (-2.4±7.9vs. 1.4±2.6; P=0.6, 
95% CI: -12.2 to 20.1 for MiR-551)

Figure 2: Change in MiR-1275, Mir-92b and MiR-551 expression fol-
lowing between patients with and without aGvHD in AML patients

MiR1275, MiR-551, and MiR-92b in AML patients and re-
sponse to treatment 
The baseline expression level of MiR-1275, MiR-551 and MiR-
92b were evaluated in AML patients according to their response 
to treatment. Our results demonstrated that MiR-1275, MiR-551 
and MiR-92b gene expression levels were increased in AML pa-
tients who did not respond to chemotherapy in comparison with 
those who responded to chemotherapy, albeit the difference was 
not statistically significant (2.5±1.4vs. 3.4±0.79; P=0.5, 95% CI: 
-4.1 to 2.3 for MiR-1275),( -0.59±1.5 vs. 1.4±1.1; P=0.6, 95% 
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CI: -4.7 to  3.06 for MiR-92b), (0.33±1.3 vs. 2.2±0.75; P=0.2, 
95% CI: -5.1 to 1.2  for MiR-551).

Figure 3: miR-1275, miR-92b, miR-551 expression level in AML 
patients and response to chemotherapy; CHR: AML patients who re-
sponded to primary induction therapy, NOR: AML patients who did not 
respond to primary induction therapy

MiR1275, MiR-551 and MiR-92b expression according to 
cytogenetic status and FAB groups
The expression level of MiR1275, MiR-551 and MiR-92b were 
compared within AML patients based on their cytogenetic ab-
normalities. Among all AML patients, 33 (30.5%) had a FLT3-
ITD mutation. Based on the generally genetic risk stratification, 
AML patients were divided into three groups; favorable, inter-
mediate and high-risk. Accordingly, 33 patients were included 
in high risk, 45 in intermediate and the remaining 22 in favor-
able risk groups. The results showed that the mean expression 
level of MiR-92b and MiR-551 were significantly increased 
in high-risk group compared to intermediate one (-0.85±1.1 
vs. 5.5±0.67; 95%CI: -9.03 to -3.8, P=0.001), (-2.2± 0.81vs. 
4.1±0.65; 95%CI: -8.3 to -4.2, P=0.001). The mean expression 
level of MiR-1275 did not significantly change between high-
risk group compared to intermediate one, (P>0.05). Mean ex-
pression level of MiR-1275, MiR-551 and MiR-92b were com-
pared within risk stratification group since the FAB group of 
some AML patients was not defined, we divided AML patients 
into M3 and non-M3 groups and compared the expression of 
MiR-1275, MiR-551 and MiR-92b amongst them. Our results 
demonstrated that the expression level of MiR-1275, MiR-551 
and MiR-92b did not differ between AML patients with M3 and 
non-M3 FAB subtypes (P>0.05).  

Discussion 

MiRs and its role in cancer was first discovered in hematological 
malignancies, and later on many studies revealed the potential 
role of these RNAs in diagnosis, demonstrating prognosis, re-
sponse to therapy, and classification of many malignancies[4,20]. 
In the current study, we assessed the expression of the three less-
er-known MiRs (MiR-1275, MiR-551 and MiR-92) amongst 
AML patients by considering the mean differences of MiRs ex-
pression before and after chemotherapy. These MiRs were also 
evaluated in AML patients with or without aGVHD, AML M3 
and none-M3 and cytogenetic abnormalities. In our study, MiR-
551 and MiR-92 increased significantly after chemotherapy, an 
adverse result was detected in MiR-1275. Non-significant in-

crease of all three MiRs were observed in those with aGVHD. 
As for classification, there was a significant correlation between 
two of the studied MiRs expression amongst high-risk patients 
in comparison with intermediate risk. Also, specific MiR pattern 
was seen in some of the mutations. Previous studies showed that 
not only MiRs can differentiate leukemia subtypes, but they can 
also determine cytogenetic subtypes of AML[14]. Identified cyto-
genetic subtypes of AML are the core factors in predicting the 
outcomes by establishing treatment methods[27,28]. With respect 
to the known role of MiRs in numerous aspects of AML many 
have been studied to find possible coloration between its expres-
sion and diagnosis[25,29]. AML classification by MiRs was proven 
by Jongen et al. He also detected specific MiRs in subgroups 
of AML with different cytogenic characteristics[19]. Following 
his leads, we measured MiR-1275 expression between high-risk 
groups, intermediate and favorable, which showed no correla-
tion exists.  So far, MiR-1275 has not been studied in AML.  
This RNA seems to be an indicator of high grade Oral squamous 
cell carcinoma with nodal invasion[30]. MiR-1275 were even 
named as tumor suppressor and appeared to control hepatocellu-
lar carcinoma tumor by Fawzy et al[31]. 
	 When we studied this RNA amongst our AML patients 
the expression level was considered high, which decreased 
significantly after chemotherapy, and increased insignificantly 
amongst those who did not respond to chemotherapy. The afore-
mentioned result suggests the possible role for this MiR as an 
indicator for response to treatment. MiR-1275 was not different 
between M3 and non-M3 patients, but was significantly higher 
amongst those with MLLT3-MLL mutation and chromosome 
abnormality of (8:21) (15:17) (inv 16), which justifies its role 
in diagnosis and classification of AML patients. MiRs were also 
considered in leukemic patients with HSCT, amongst those we 
can mention monitoring MiR-155 in patients who developed 
GVHD by Chen et al. They showed that the mentioned MiR 
was associated with high rates of GVHD[32]. Also, we detect-
ed MiR-1275, which was insignificantly higher amongst those 
with high-grade aGVHD. De Leeuw et al. evaluated another 
MiR in AML patients: MiR-551b. He showed a correlation be-
tween high expression of this MiR and poor prognosis in AML 
patients, and hypothesized that this criterion could be used as a 
predictor for responding to chemotherapy. Our results showed 
a significant higher level of MiR-551 in AML patients after 
chemotherapy, also patients who had aGVHD had insignificant 
higher expression of this MiR, which was in line with the afore-
mentioned study, concluding poor prognosis and more relapse 
amongst those with the higher expression level of MiR-155b. 
AML classification and cytogenic subtypes based on MiR-155b 
were also considered in his study. We observed significantly 
higher expression level of MiR-551 in those with high risk AML 
in comparison with intermediate-risk patients, but no difference 
was detected between M3 and none-M3 patients[33]. Other stud-
ies also suggested that this MiR is oncogenesis and its higher 
expression level is associated with poor prognosis in many ma-
lignancies[16,34]. Another MiR, associated with leukemia is MiR-
92b. Tanaka et al. proved that patients with acute leukemia have 
significantly lower expression level of this MiR, which was in 
agreement with our study, reporting lower expression level of 
MiR-92b in AML patients[16]. Although the expression of this 
MiR significantly increased after chemotherapy, higher expres-
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sion level was observed amongst those who did not respond to 
chemotherapy. Some studies showed that up-regulation of MiR-
92b promotes tumor growth, and its higher level was detected in 
malignancies suggesting it as a target for treatment[35-37].  In our 
earlier study, we have shown that MiR-92a and MiR-181a are 
upregulated in newly diagnosed AML patients. We also demon-
strated for the first time that that c-Kit gene may be a novel 
target gene for MiR-92a and MiR-181a[22]. Also, we saw an in-
significant increase of MiR-92b amongst those with high-grade 
GVHD. In our earlier study, we evaluated the expression of the 
MiR-181b and MiR-222 in AML patients and healthy controls 
and also an association with response to treatment and develop-
ment of aGvHD[21]. It was also significantly higher in high-risk 
patients in comparison to those with intermediate risk. As for 
cytogenic abnormalities, with significant expression of MiR-92b 
in patients with FLT3 mutation and MLLT3 chromosome ab-
normalities, this MiR can be used as a classification indicator. 
To the best of our knowledge, this is the first plenary study on 
these three MiRs, specially MiR-1275 in AML patients. All in 
all, we suggest that MiR-1275-, MiR-551, MiR-92 can be used 
in diagnosis, classification and determination of response to che-
motherapy and HSCT in AML patients, and can even become 
the target of therapy in the future.

Conclusion

Our results demonstrated that that MiR-1275-, MiR-551 and 
MiR-92 are associated with cytogenetics, molecular alterations, 
marrow morphology, and clinical outcomes in AML patients. 
Moreover, further cohort studies are warranted to determine 
whether manipulation of the altered microRNA can become a 
feasible therapeutic strategy as an addition to the modern arma-
mentarium for “personalized” AML treatment. 

Acknowledgment
The author would like to thank Shiraz University of Medical 
Science, also the Hematology Research Center. The authors 
wish to thank Mr. H. Argasi at the Research Consultation Center 
(RCC) of Shiraz University of Medical Sciences for his invalu-
able assistance in editing this manuscript.  

Funding: This study was financially supported by Shiraz Uni-
versity of Medical Sciences [grant number 94-01-104-11279].

Conflict of interest statement: The authors declare that they 
have no conflicts of interest.

References

1.	 Buccisano, F., Maurillo, L., Spagnoli, A., et al. Monitoring of min-
imal residual disease in acute myeloid leukemia. (2009) Curr Opin 
Oncol 21(6): 582-588. 
PubMed│CrossRef│Others

2.	 Garzon, R., Marcucci, G. Potential of microRNAs for cancer di-
agnostics, prognostication and therapy. (2012) Curr Opin Oncol 
24(6): 655-659. 
PubMed│CrossRef│Others

3.	 Marcucci, G., Radmacher, M.D., Mrozek, K., et al. MicroRNA ex-
pression in acute myeloid leukemia. (2009) Curr Hematol Malig 

Rep 4(2): 83-88. 
PubMed│CrossRef│Others

4.	 Karczewski, J., Connolly, T.M. The interaction of disagregin with 
the platelet fibrinogen receptor, glycoprotein IIb-IIIa. (1997) Bio-
chem Biophys Res Commun 241(3): 744-748. 
PubMed│CrossRef│Other

5.	 Martin, P.J., Rizzo, J.D., Wingard, J.R., et al. First- and second-line 
systemic treatment of acute graft-versus-host disease: recommen-
dations of the American Society of Blood and Marrow Transplan-
tation. (2012) Biol Blood Marrow Transplant 18(8): 1150-1163. 
PubMed│CrossRef│Others

6.	 Masouridi-Levrat, S., Pradier, A., Simonetta, F., et al. Torque teno 
virus in patients undergoing allogeneic hematopoietic stem cell 
transplantation for hematological malignancies. (2016) Bone mar-
row transplant 51(3): 440-442. 
PubMed│CrossRef│Others

7.	 Ramzi, M., Iravani Saadi, M., Zarei, T., et al. Association Be-
tween Cytotoxic T-Lymphocyte Antigen 4 Gene Polymorphisms 
and Torque Teno Virus Infection After Hematopoietic Stem Cell 
Transplantation. Experimental and clinical transplantation. (2017) 
Exp Clin Transplant.
PubMed│CrossRef│Others

8.	 Kazemi, M.J., Yaghobi, R., Iravani Saadi, M., et al. Association 
Between TT Virus Infection and Cirrhosis in Liver Transplant Pa-
tients. (2015) Hepat Mon 15(9):  e28370. 
PubMed│CrossRef│Others

9.	 Saadi, M.I., Yaghobi, R., Karimi, M.H., et al. Association of the 
costimulatory molecule gene polymorphisms and active cytomeg-
alovirus infection in hematopoietic stem cell transplant patients. 
(2013) Mol Biol Rep 40(10): 5833-5842. 
PubMed│CrossRef│Others

10.	 Ramzi, M., Arandi, N., Saadi, M.I., et al. Genetic Variation of Co-
stimulatory Molecules, Including Cytotoxic T-Lymphocyte Anti-
gen 4, Inducible T-Cell Costimulator, Cluster Differentiation 28, 
and Programmed Cell Death 1 Genes, in Iranian Patients With 
Leukemia. (2018) Exp Clin Transplant. 
PubMed│CrossRef│Others

11.	 Iravani-Saadi, M., Karimi, M.H., Yaghobi, R., et al. Polymorphism 
of costimulatory molecules (CTLA4, ICOS, PD.1 and CD28) and 
allogeneic hematopoietic stem cell transplantation in Iranian pa-
tients. (2014) Immunol Invest 43(4): 391-404. 
PubMed│CrossRef│Others  

12.	 Yaghobi, R., Saadi, M.I., Karimi, M.H., et al. Relation between 
costimulatory molecule polymorphism and hepatitis B infections 
in hematopoietic stem cell transplant recipients. Experimental and 
clinical transplantation. (2014) Exp Clin Transplant 12(4): 357-
366. 
PubMed│CrossRef│Others

13.	 Shaheli, M., Yaghobi, R., Rezaeian, A., et al. Study of the Associ-
ations between TT Virus Single and Mixed Infections with Leuke-
mia. (2015) Jundishapur J Microbiol 8(4): e18212. 
PubMed│CrossRef│Others

14.	 Choi, S.W., Kitko, C.L., Braun, T., et al. Change in plasma tumor 
necrosis factor receptor 1 levels in the first week after myeloabla-
tive allogeneic transplantation correlates with severity and inci-
dence of GVHD and survival. (2008) Blood 112(4): 1539-1542. 
PubMed│CrossRef│Others

15.	  Cortez, M.A., Calin, G.A. MicroRNA identification in plasma and 
serum: a new tool to diagnose and monitor diseases. (2009) Expert 
Opin Biol Ther 9(6): 703-711. 
PubMed│CrossRef│Others

https://www.ncbi.nlm.nih.gov/pubmed/19667983
https://doi.org/10.1097/CCO.0b013e3283311856
http://europepmc.org/article/MED/19667983
https://www.ncbi.nlm.nih.gov/pubmed/23079782
https://doi.org/10.1097/CCO.0b013e328358522c
https://insights.ovid.com/article/00001622-201211000-00009
https://www.ncbi.nlm.nih.gov/pubmed/20425419
https://doi.org/10.1007/s11899-009-0012-7
https://europepmc.org/article/med/19698931
https://www.ncbi.nlm.nih.gov/pubmed/9434779
https://doi.org/10.1006/bbrc.1997.7881
https://www.sciencedirect.com/science/article/abs/pii/S0006291X97978815
https://www.ncbi.nlm.nih.gov/pubmed/22510384
https://doi.org/10.1016/j.bbmt.2012.04.005
https://mayoclinic.pure.elsevier.com/en/publications/first-and-second-line-systemic-treatment-of-acute-graft-versus-ho
https://www.ncbi.nlm.nih.gov/pubmed/26551776
https://doi.org/10.1038/bmt.2015.262
https://www.researchgate.net/publication/283639486_Torque_teno_virus_in_patients_undergoing_allogeneic_hematopoietic_stem_cell_transplantation_for_hematological_malignancies
https://www.ncbi.nlm.nih.gov/pubmed/29251582
https://doi.org/10.6002/ect.2017.0105
https://www.researchgate.net/publication/321892903_Association_Between_Cytotoxic_T-Lymphocyte_Antigen_4_Gene_Polymorphisms_and_Torque_Teno_Virus_Infection_After_Hematopoietic_Stem_Cell_Transplantation
https://www.ncbi.nlm.nih.gov/pubmed/26504468
https://doi.org/10.5812/hepatmon.28370
https://europepmc.org/article/med/26504468
https://www.ncbi.nlm.nih.gov/pubmed/24057239
https://doi.org/10.1007/s11033-013-2689-x
https://www.researchgate.net/publication/256930596_Association_of_the_costimulatory_molecule_gene_polymorphisms_and_active_Cytomegalovirus_infection_in_hematopoietic_stem_cell_transplant_patients
https://www.ncbi.nlm.nih.gov/pubmed/29697355
https://doi.org/10.6002/ect.2017.0176
https://www.semanticscholar.org/paper/Genetic-Variation-of-Costimulatory-Molecules%2C-4%2C-1-Ramzi-Arandi/45228e0a6cb7b1cbfe77a6e77a7153b2a48cd417
https://www.ncbi.nlm.nih.gov/pubmed/24564845
https://doi.org/10.3109/08820139.2013.879594
https://www.semanticscholar.org/paper/Polymorphism-of-costimulatory-molecules-(CTLA4%2C-and-Iravani-Saadi-Karimi/fa637f84a073c04949053777ceb1684769e35b91
https://www.ncbi.nlm.nih.gov/pubmed/24188429
https://doi.org/10.6002/ect.2013.0035
https://www.semanticscholar.org/paper/Association-Between-Cytotoxic-T-Lymphocyte-Antigen-Ramzi-Saadi/55e56763687941702998689afa4e41a087b917b0
https://www.ncbi.nlm.nih.gov/pubmed/26034552
https://doi.org/10.5812/jjm.8(4)2015.18212
https://www.researchgate.net/publication/276501521_Study_of_the_Associations_Between_TT_Virus_Single_and_Mixed_Infections_With_Leukemia
https://www.ncbi.nlm.nih.gov/pubmed/18502834
https://doi.org/10.1182/blood-2008-02-138867
https://www.semanticscholar.org/paper/Change-in-plasma-tumor-necrosis-factor-receptor-1-Choi-Kitko/a201069cd03e57f73aeab087be2dec9cca8018f3
https://www.ncbi.nlm.nih.gov/pubmed/19426115
https://doi.org/10.1517/14712590902932889
https://mdanderson.elsevierpure.com/en/publications/microrna-identification-in-plasma-and-serum-a-new-tool-to-diagnos


page no: 6

Citation: Mani, R., et al. Characterization of Mir-92b,1275 and 551 in Patients with Acute Myeloid Leukemia and Their Association with Acute 
Graft Versus Host Disease after Hematopoietic Stem Cell Transplantation. (2020) Int J Hemat Ther 6(1): 1-6.

www.ommegaonline.org

Gall
ey

Proof

Submit your manuscript to Ommega Publishers and 
we will help you at every step:

• We accept pre-submission inquiries
• Our selector tool helps you to find the most relevant journal
• We provide round the clock customer support
• Convenient online submission
• Thorough peer review
• Inclusion in all major indexing services
• Maximum visibility for your research

Submit your manuscript at

https://www.ommegaonline.org/submit-manuscript

16.	 Tanaka, M., Oikawa, K., Takanashi, M., et al. Down-regulation 
of miR-92 in human plasma is a novel marker for acute leukemia 
patients. (2009) PLoS One 4:  e5532. 
PubMed│CrossRef│Others

17.	 Marcucci, G., Mrózek, K., Radmacher, M.D., et al. The prognos-
tic and functional role of microRNAs in acute myeloid leukemia. 
(2011) Blood 117(4): 1121-1129. 
PubMed│CrossRef│Others

18.	  Zuo, Z., Calin, G.A., de Paula, H.M., et al. Circulating microR-
NAs let-7a and miR-16 predict progression-free survival and over-
all survival in patients with myelodysplastic syndrome. (2011) 
Blood 118(2): 413-415. 
PubMed│CrossRef│Others

19.	 Jongen-Lavrencic, M., Sun, S.M., Dijkstra, M.K., et al. MicroR-
NA expression profiling in relation to the genetic heterogeneity of 
acute myeloid leukemia. (2008)  Blood 111(10): 5078-5085. 
PubMed│CrossRef│Others

20.	 Stephani, U., Sutter, A., Zimmermann, A. Nerve growth factor 
(NGF) in serum: evaluation of serum NGF levels with a sensitive 
bioassay employing embryonic sensory neurons. (1987) J Neuro-
sci Res 17(1): 25-35. 
PubMed│CrossRef│Others

21.	 Iravani Saadi, M., Arandi, N., Yaghobi, R., et al. Aberrant Expres-
sion of the miR-181b/miR-222 after Hematopoietic Stem Cell 
Transplantation in Patients with Acute Myeloid Leukemia. (2019) 
Indian J Hematol Blood Transfus 35(3): 446-450. 
PubMed│CrossRef│Others

22.	 SAADI, M.I., Arandi, N., Yaghobi, R., et al. Up-Regulation of the 
miR-92a and miR-181a in Patients with Acute Myeloid Leukemia 
and their Inhibition with Locked Nucleic acid (LNA)-antimiRNA; 
Introducing c-Kit as a New Target Gene. (2019) International Jour-
nal of Hematology and Oncology 29(4): 238-247. 
PubMed│CrossRef│Others

23.	 Saadi, M.I., Beigi, M.A.B., Ghavipishe, M., et al. The circulating 
level of interleukins 6 and 18 in ischemic and idiopathic dilated 
cardiomyopathy. (2019) J Cardiovasc Thorac Res 11(2): 132-137. 
PubMed│CrossRef│Others

24.	 Ramzi, M., Saadi, M.I., Yaghobi, R., et al. Dysregulated Expres-
sion of CD28 and CTLA-4 Molecules in Patients with Acute My-
eloid Leukemia and Possible Association with Development of 
Graft versus Host Disease after Hematopoietic Stem Cell Trans-
plantation. (2019) Int J Organ Transplant Med 10(2): 84-90. 
PubMed│CrossRef│Others

25.	 Glucksberg, H., Storb, R., Fefer, A., et al. Clinical manifestations 
of graft-versus-host disease in human recipients of marrow from 
HL-A-matched sibling donors. (1974)  Transplantation 18(4): 295-
304. 
PubMed│CrossRef│Others

26.	 Schmohl, J.U., Nuebling, T., Wild, J., et al. Expression of RANK-L 
and in part of PD-1 on blasts in patients with acute myeloid leu-
kemia correlates with prognosis. (2016) Eur J Haematol 97(6): 
517-527. 
PubMed│CrossRef│Others

27.	  Li, Z., Lu, J., Sun, M., et al. Distinct microRNA expression pro-
files in acute myeloid leukemia with common translocations. 
(2008) Proc Natl Acad Sci U S A 105(40): 15535-15540. 
PubMed│CrossRef│Others

28.	 Dixon-McIver, A., East, P., Mein, C.A., et al. Distinctive patterns 
of microRNA expression associated with karyotype in acute my-
eloid leukaemia. (2008) PloS one 3(5): e2141. 
PubMed│CrossRef│Others

29.	  Wallace, J.A., O’Connell, R.M. MicroRNAs and acute myeloid 
leukemia: therapeutic implications and emerging concepts. (2017) 
Blood 130(11): 1290-1301. 
PubMed│CrossRef│Others

30.	 Manikandan, M., Arunkumar, G., Manickavasagam, M., et al. Oral 
squamous cell carcinoma: microRNA expression profiling and in-
tegrative analyses for elucidation of tumourigenesis mechanism. 
(2016) Mol Cancer 15: 28. 
PubMed│CrossRef│Others

31.	 Fawzy, I.O., Hamza, M.T., Hosny, K.A., et al. miR-1275: A single 
microRNA that targets the three IGF2-mRNA-binding proteins 
hindering tumor growth in hepatocellular carcinoma. (2015) FEBS 
letters 589(17): 2257-2265. 
PubMed│CrossRef│Others

32.	 Chen, S., Smith, B.A., Iype, J., et al. MicroRNA-155 deficient 
dendritic cells cause less severe GvHD through reduced migra-
tion and defective inflammasome activation. (2015) Blood 126(1): 
103-112. 
PubMed│CrossRef│Others

33.	 de Leeuw, D.C., Verhagen, H.J., Denkers, F., et al. MicroR-
NA-551b is highly expressed in hematopoietic stem cells and a 
biomarker for relapse and poor prognosis in acute myeloid leuke-
mia. (2016) Leukemia 30(3): 742-746. 
PubMed│CrossRef│Others

34.	 Karanam, N.K., Story, M.D., Ding, L.H. miR-551a and miR-551b 
target GLIPR2 and promote tumor growth in High-Risk Head and 
Neck Cancer. (2015) Biorxiv.
PubMed│CrossRef│Others

35.	 Liu, Z., Diep, C., Mao, T., et al. MicroRNA-92b promotes tumor 
growth and activation of NF-κB signaling via regulation of NLK 
in oral squamous cell carcinoma. (2015) Oncology reports 34(6): 
2961-2968. 
PubMed│CrossRef│Others

36.	 Qian, N.S., Liu, W.H., Lv, W.P., et al. Upregulated microRNA-92b 
regulates the differentiation and proliferation of EpCAM-posi-
tive fetal liver cells by targeting C/EBPß. (2013) PloS one 8(8): 
e68004. 
PubMed│CrossRef│Others

37.	 Zhuang, L.K., Yang, Y., Ma, X., et al. MicroRNA-92b promotes 
hepatocellular carcinoma progression by targeting Smad7 and is 
mediated by long non-coding RNA XIST. (2016) Cell Death Dis 
7: e2203. 
PubMed│CrossRef│Others

https://www.ommegaonline.org
https://www.ommegaonline.org/submit-manuscript
https://www.ncbi.nlm.nih.gov/pubmed/19440243
https://doi.org/10.1371/journal.pone.0005532
https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0005532
https://www.ncbi.nlm.nih.gov/pubmed/21045193
https://doi.org/10.1182/blood-2010-09-191312
https://www.researchgate.net/publication/47661118_The_prognostic_and_functional_role_of_microRNAs_in_acute_myeloid_Leukemia
https://www.ncbi.nlm.nih.gov/pubmed/21602527
https://doi.org/10.1182/blood-2011-01-330704
https://ashpublications.org/blood/article/118/2/413/28485/Circulating-microRNAs-let-7a-and-miR-16-predict
https://www.ncbi.nlm.nih.gov/pubmed/18337557
https://doi.org/10.1182/blood-2008-01-133355
https://ashpublications.org/blood/article/111/10/5078/24289/MicroRNA-expression-profiling-in-relation-to-the
https://www.ncbi.nlm.nih.gov/pubmed/3573079
https://doi.org/10.1002/jnr.490170105
https://www.semanticscholar.org/paper/Nerve-growth-factor-(NGF)-in-serum%3A-evaluation-of-a-Stephani-Sutter/d50a62872c605863844f4b5ea9e2f3d147137e30
https://www.ncbi.nlm.nih.gov/pubmed/31388255
https://doi.org/10.1007/s12288-018-01066-6
https://www.semanticscholar.org/paper/Aberrant-Expression-of-the-miR-181b%2FmiR-222-after-Saadi-Arandi/a003080001fa59026d8f68c9210fa52241b69c78
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.4999%2Fuhod.183066
http://www.uhod.org/pdf/PDF_792.pdf
https://www.ncbi.nlm.nih.gov/pubmed/31384408
https://doi.org/10.15171/jcvtr.2019.23
https://www.semanticscholar.org/paper/The-circulating-level-of-interleukins-6-and-18-in-Saadi-Beigi/f9990c474ab0ecc35844a85c99cfe8d1d7387e0d
https://www.ncbi.nlm.nih.gov/pubmed/31285805
https://search.proquest.com/openview/77bf48013b8eabbc5a687931233de34f/1?pq-origsite=gscholar&cbl=2028842
https://www.ncbi.nlm.nih.gov/pubmed/4153799
https://doi.org/10.1097/00007890-197410000-00001
https://insights.ovid.com/transplantation/trans/1974/10/000/clinical-manifestations-graft-versus-host-disease/1/00007890
https://www.ncbi.nlm.nih.gov/pubmed/27096305
https://doi.org/10.1111/ejh.12762
https://www.semanticscholar.org/paper/Expression-of-RANK-L-and-in-part-of-PD-1-on-blasts-Schmohl-Nuebling/a5ac7daa74bbd997949579114a8483eb13f18195
https://www.ncbi.nlm.nih.gov/pubmed/18832181
https://doi.org/10.1073/pnas.0808266105
https://www.pnas.org/content/105/40/15535
https://www.ncbi.nlm.nih.gov/pubmed/18478077
https://doi.org/10.1371/journal.pone.0002141
https://www.researchgate.net/publication/5373631_Distinctive_Patterns_of_MicroRNA_Expression_Associated_with_Karyotype_in_Acute_Myeloid_Leukaemia
https://www.ncbi.nlm.nih.gov/pubmed/28751524
https://doi.org/10.1182/blood-2016-10-697698
https://www.semanticscholar.org/paper/MicroRNAs-and-acute-myeloid-leukemia%3A-therapeutic-Wallace-O'Connell/fe34b1911dc3b9ba0c8a7a65b01dc68b08e4e655
https://www.ncbi.nlm.nih.gov/pubmed/27056547
https://doi.org/10.1186/s12943-016-0512-8
https://go.gale.com/ps/anonymous?id=GALE%7CA448817580&sid=googleScholar&v=2.1&it=r&linkaccess=abs&issn=14764598&p=AONE&sw=w
https://www.ncbi.nlm.nih.gov/pubmed/26160756
https://doi.org/10.1016/j.febslet.2015.06.038
https://www.researchgate.net/publication/279966366_MiR-1275_A_single_microRNA_that_targets_the_three_IGF2-mRNA-binding_proteins_hindering_tumor_growth_in_hepatocellular_carcinoma
https://www.ncbi.nlm.nih.gov/pubmed/25972159
https://doi.org/10.1182/blood-2014-12-617258
https://ashpublications.org/blood/article/126/1/103/34350/MicroRNA-155-deficient-dendritic-cells-cause-less
https://www.ncbi.nlm.nih.gov/pubmed/26108690
https://doi.org/10.1038/leu.2015.160
https://www.nature.com/articles/leu2015160
https://www.biorxiv.org/content/10.1101/019406v1.full
https://www.ncbi.nlm.nih.gov/pubmed/26503628
https://doi.org/10.3892/or.2015.4323
https://www.spandidos-publications.com/10.3892/or.2015.4323
https://www.ncbi.nlm.nih.gov/pubmed/23936298
https://doi.org/10.1371/journal.pone.0068004
https://europepmc.org/article/pmc/pmc3732262
https://www.ncbi.nlm.nih.gov/pubmed/27100897
https://doi.org/10.1038/cddis.2016.100
https://www.researchgate.net/publication/301562171_MicroRNA-92b_promotes_hepatocellular_carcinoma_progression_by_targeting_Smad7_and_is_mediated_by_long_non-coding_RNA_XIST

	References

