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MicroRNA expression in patients with B-thalassemia major”
LAN Huijuan , XIONG Likuan” ,MA Jing
(Department o f Central Laboratory ,Shenzhen Baoan Maternal and Child Health Hospital/
Shengzhen Laboratory of Birth De fects,Shenzhen,Guangdong 518000, China)
To explore microRNA (miRNA) expression patients with $-thalassemia major. Methods MiRNA differ-

ential expression were detected in f-thalassemia major by miRNA microarray analysis and quantitative real-time PCR. Results The

Abstract: Objective

results of miRNA array showed that 26 differential expression miRNAs were up regulated and 30 differential expression miRNAs
were down regulated. Hsa-miR-618 which expression was up regulated and hsa-miR-103a-2-5p which expression was down regula-
ted were selected for quantitative real-time PCR detection. It was showed that the expression tendency of hsa-miR-618 and hsa-miR-
103a-2-5p were consistent. So the method of miRNAs array was reliable. The target genes of 17 miRNAs which were up regulated
and 24 miRNAs which were down regulated were predicted by using database software. Conclusion It is notable that the differenti-
al expression of miRNAs in patients with 3-thalassemia major. It will be afforded new direction and thinking for the mechanism re-
search and disease treatment through the further research of the miRNAs regulation pathway in B-thalassemia major.
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hsa-miR-618 H1 14. 295 27. 244 12.949 0. 000 1. 000 1. 856
4 2 14. 496 26.553 12. 057 —0.892 1. 856
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miRNA # F7 (22 F 550 HAEN HEHE I A PR
hsa-miR-4513(4. 333) ; hsa-miR-4499 (4. 184) ; hsa-miR-1267(5. 983) BTLA B and T lymphocyte associated
hsa-miR-675-5p(5. 256) ;hsa-miR-4255(3. 416) EPBA1L2 erythrocyte membrane protein band 4. 1-like 2
hsa-miR-4261(69. 500) ; hsa-miR-184 (5. 583) EPB41L5 erythrocyte membrane protein band 4. 1-like 5
hsa-miR-4723-5p(9. 248) ; hsa-miR-5698(2. 919) EPB41L1 erythrocyte membrane protein band 4. 1-like 1
hsa-miR-9-3p(3. 582) EPB411L4AA erythrocyte membrane protein band 4. 1 like 4A
hsa-miR-3158-5p(4. 984) BCL6 B-cell CLL/lymphoma 6
hsa-miR-639(15. 056) BCL7A B-cell CLL/lymphoma 7A
hsa-miR-187-3p(4. 654) BCL10 B-cell CLL/lymphoma 10
hsa-miR-3655(13. 850) EPO erythropoietin
hsa-miR-145-3p(4. 576) ATRX Alpha thalassemia/mental retardation syndrome X-linked
hsa-miR-4711-3p(15. 009) HBG1 hemoglobin, gamma A
hsa-miR-596 (2. 052) SPTB spectrin, beta, erythrocytic
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miRNA 2 F7 (22 RAEHO HEHEH HOKE R 4 FR
hsa-miR-424-5(0. 119) ; hsa-miR-363-3p(0. 139)

hsa-miR-32-5p(0. 140) ; hsa-miR-182-5p(0. 162)

hsa-miR-500a-3p(0. 171) ; hsa-miR-15a-5p(0. 198)

hsa-miR-151a-3p(0. 259) ; hsa-miR-92b-3p(0. 279)

hsa-miR-25-3p(0. 291) ; hsa-miR-16-5p(0. 336)

hsa-miR-195-5p(0. 339) ; hsa-miR-367-3p(0. 342) BTLA B and T lymphocyte associated
hsa-miR-140-5p(0. 113) ;hsa-miR-374¢c-5p(0. 153)

hsa-miR-15b-3p(0. 180) EPB41L.2 erythrocyte membrane protein band 4. 1-like 2
hsa-miR-4301(0. 086) ; hsa-miR-301a-3p(0. 140)

hsa-miR-130b-3p(0. 317) EPB41L5 erythrocyte membrane protein band 4. 1-like 5
hsa-miR-30e-3p(0. 153) ATRX alpha thalassemia/mental retardation syndrome X-linked
hsa-miR-302a-5p(0. 323) BCL7B B-cell CLL/lymphoma 7B
hsa-miR-29¢-5p(0. 172) BCL9 B-cell CLL/lymphoma 9
hsa-miR-3613-5p(0. 075) GATA2 GATA binding protein 2
hsa-miR-362-3p(0. 282) ; hsa-miR-362-5p(0. 244) HBG1 hemoglobin, gamma A
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