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Chromatin-associated orphan snoRNA regulates DNA damage-mediated differentiation via a
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Ubiquitin-dependent Argonauteprotein MEL1 degradation is essential for rice sporogenesis and
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N6-methyladenosine methyltransferases: functions, regulation, and clinical potential. Journal of
Hematology and Oncology, 2021, 14, 117.
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Reproductive phasiRNAs regulate reprogramming of gene expression and meiotic progression in rice.
Nature Communications, 2020, 11, 6031.

Nuclear export of chimeric mRNAs depends on an IncRNA-triggered autoregulatory loop in blood 6.3 21
malignancies. Cell Death and Disease, 2020, 11, 566. )

SINAT E3 Ubiquitin Ligases Mediate FREE1 and VPS23A Degradation to Modulate Abscisic Acid Signaling.
Plant Cell, 2020, 32, 3290-3310.

Principles and innovative technologies for decrypting noncoding RNAs: from discovery and

functional prediction to clinical application. Journal of Hematology and Oncology, 2020, 13, 109. 17.0 60

Cis-acting Inc-eRNA SEELA directly binds histone H4 to promote histone recognition and leukemia
progression. Genome Biology, 2020, 21, 269.

The IncRNA LAMPS5-AS1 drives leukemia cell stemness by directly modulating DOT1L methyltransferase

activity in MLL leukemia. Journal of Hematology and Oncology, 2020, 13, 78. 17.0 47

A Natural Variant of miR397 Mediates a Feedback Loop in Circadian Rhythm. Plant Physiology, 2020, 182,
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circMYBL2, a circRNA from MYBL2, regulates FLT3 translation by recruiting PTBP1 to promote FLT3-ITD 14 142
AML progression. Blood, 2019, 134, 1533-1546. :
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circRNA circAF4 functions as an oncogene to regulate MLL-AF4 fusion protein expression and inhibit

MLL leukemia progression. Journal of Hematology and Oncology, 2019, 12, 103.

Noncoding RNAs in cancer therapy resistance and targeted drug development. Journal of Hematology

and Oncology, 2019, 12, 55. 17.0 193

The subunit of RNA N6-methyladenosine methyltransferase OsFIP regulates early degeneration of
microspores in rice. PLoS Genetics, 2019, 15, e1008120.

Non-coding RNAs in cancers with chromosomal rearrangements: the signatures, causes, functions

and implications. Journal of Molecular Cell Biology, 2019, 11, 886-898. 3.3 10

Activation of the Lysosome-Associated Membrane Protein LAMPS by DOT1L Serves as a Bodyguard for
MLL Fusion Oncoproteins to Evade Degradation in Leukemia. Clinical Cancer Research, 2019, 25,
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Global identification and characterization of IncRNAs that control inflammation in malignant
cholangiocytes. BMC Genomics, 2018, 19, 735.

MIR-708 promotes phagocytosis to eradicate T-ALL cells by targeting CD47. Molecular Cancer, 2018, 17, 19.9 53
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LncRNA ANRIL regulates AML development through modulating the glucose metabolism pathway of
AdipoR1/AMPK/SIRT1. Molecular Cancer, 2018, 17, 127.

Circular RNAs roll into the regulatory network of plants. Biochemical and Biophysical Research 01 29
Communications, 2017, 488, 382-386. :

MiR408 Regulates Grain Yield and Photosynthesis via a Phytocyanin Protein. Plant Physiology, 2017, 175,
1175-1185.

Small RNAs in regulating temperature stress response in plants. Journal of Integrative Plant Biology,

2017, 59,774-791. 8.5 43

MiR-124 contributes to glucocorticoid resistance in acute lymphoblastic leukemia by promoting
proliferation, inhibiting apoptosis and targeting the glucocorticoid receptor. Journal of Steroid
Biochemistry and Molecular Biology, 2017, 172, 62-68.

The IncRNA HOTAIRM1 regulates the degradation of PML-RARA oncoprotein and myeloid cell

differentiation by enhancing the autophagy pathway. Cell Death and Differentiation, 2017, 24, 212-224. 1.2 180

LncRNAs H19 and HULC, activated by oxidative stress, promote cell migration and invasion in
cholangiocarcinoma through a ceRNA manner. Journal of Hematology and Oncology, 2016, 9, 117.

Genome-wide Long Non-coding RNA Analysis Identified Circulating LncRNAs as Novel Non-invasive

Diagnostic Biomarkers for Gynecological Disease. Scientific Reports, 2016, 6, 23343. 3.3 93

Guidelines for the use and interpretation of assays for monitoring autophagy (3rd edition).
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miRNAs and IncRNAs in reproductive development. Plant Science, 2015, 238, 46-52. 3.6 31
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<i>MIR125B1</i>represses the degradation of the PML-RARA oncoprotein by an autophagy-lysosomal
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Genome-wide screening and functional analysis identify a large number of long noncoding RNAs
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A distinct set of long non-coding RNAs in childhood MLL-rearranged acute lymphoblastic leukemia:
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Differentially expressed microRNAs in the serum of cervical squamous cell carcinoma patients before
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Potential Pathological and Functional Links Between Long Noncoding RNAs and Hematopoiesis.
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Genome-Wide Analysis of Small RNA and Novel MicroRNA Discovery in Human Acute Lymphoblastic
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