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GPU-I-TASSER: a GPU accelerated I-TASSER protein structure prediction tool. Bioinformatics, 2022, 38,
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<i>CSSR</i>: assignment of secondary structure to coarse-grained RNA tertiary structures. Acta
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quality control. Cellular and Molecular Life Sciences, 2022, 79, 176.
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Bioinformatics, 2022, 38, 2937-2939. :

Soluble CD13 induces inflammatory arthritis by activating the bradykinin receptor B1. Journal of
Clinical Investigation, 2022, 132, .

TripletGO: Integrating Transcript Expression Profiles with Protein Homology Inferences for Gene
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Progressive assembly of multi-domain protein structures from cryo-EM density maps. Nature
Computational Science, 2022, 2, 265-275.

Deep learning geometrical potential for high-accuracy ab initio protein structure prediction. [Science, a1 ;
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Generation of a live attenuated influenza A vaccine by proteolysis targeting. Nature Biotechnology,
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Functions of Essential Genes and a Scale-Free Protein Interaction Network Revealed by
Structure-Based Function and Interaction Prediction for a Minimal Genome. Journal of Proteome 3.7 23
Research, 2021, 20, 1178-1189.
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ADDRESS: A Database of Disease-associated Human Variants Incorporating Protein Structure and
Folding Stabilities. Journal of Molecular Biology, 2021, 433, 166840.

Integrating Multimeric Threading With High-throughput Experiments for Structural Interactome of 4 °
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Protein structure prediction using deep learning distance and hydrogena€bonding restraints in

<scp>CASP14</scp>. Proteins: Structure, Function and Bioinformatics, 2021, 89, 1734-1751. 2.6 53
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Improving fragment-based ab initio protein structure assembly using low-accuracy contact-map

predictions. Nature Communications, 2021, 12, 5011.

hiPSC Modeling of Lineage-Specific Smooth Muscle Cell Defects Caused by <i>TGFBR1</i> <SUF
<i>A230T«[i> <[sup> Variant, and Its Therapeutic Implications for Loeys-Dietz Syndrome. Circulation, 1.6 24
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DeepMSA: constructing deep multiple sequence alignment to improve contact prediction and
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Identifying the Zoonotic Origin of SARS-CoV-2 by Modeling the Binding Affinity between the Spike
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Detecting Gene Ontology misannotations using taxon-specific rate ratio comparisons. Bioinformatics, 41 10
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Ensembling multiple raw coevolutionary features with deep residual neural networks for
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LOMETS2: improved meta-threading server for fold-recognition and structure-based function
annotation for distant-homology proteins. Nucleic Acids Research, 2019, 47, W429-W436.

Assembling multidomain protein structures through analogous global structural alignments.
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Deepéa€learning contactd€map guided protein structure prediction in CASP13. Proteins: Structure,
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Blinded Testing of Function Annotation for uPE1 Proteins by I-TASSER/COFACTOR Pipeline Using the
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Detecting distant-homology protein structures by aligning deep neural-network based contact maps.
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Fueling ab initio folding with marine metagenomics enables structure and function predictions of

new protein families. Genome Biology, 2019, 20, 229. 8.8 28
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I-TASSER gateway: A protein structure and function prediction server powered by XSEDE. Future

Generation Computer Systems, 2019, 99, 73-85. 75 80

RNA-align: quick and accurate alignment of RNA 3D structures based on size-independent TM-scoreRNA.
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Controlling Monomer Feeding Rate to Achieve Highly Crystalline Covalent Triazine Frameworks.
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Structure Prediction and Protein&€“Protein Network Mapping. Journal of Molecular Biology, 2018, 430,
2256-2265.
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