39

papers

39

all docs

759233

651 12
citations h-index
39 39
docs citations times ranked

610901
24

g-index

488

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS
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G-triplex: A new type of CRISPR-Cas12a reporter enabling highly sensitive nucleic acid detection.
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NMR-Based Methods for Protein Analysis. Analytical Chemistry, 2021, 93, 1866-1879. 6.5 43
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Structural basis of DNA binding to human YB-1 cold shock domain regulated by phosphorylation. 145 30
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Freed€base porphyrins as CEST MRI contrast agents with highly upfield shifted labile protons. Magnetic 3.0 14
Resonance in Medicine, 2019, 82, 577-585. :
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Solution structure of SHIP2 SH2 domain and its interaction with a phosphotyrosine peptide from 3.0 5
c-MET. Archives of Biochemistry and Biophysics, 2018, 656, 31-37. )



20

22

24

26

28

30

32

34

36

YUNHUANG YANG

ARTICLE IF CITATIONS

Expression, purification and characterization of the RhoA-binding domain of human SHIP2 in E.coli.

Protein Expression and Purification, 2021, 180, 105821.

Structural Insight into the Binding of TGIF1 to SIN3A PAH2 Domain through a C-Terminal Amphipathic
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A fast microfluidic mixer enabling rapid preparation of homogeneous PEG and bicelle media for RDC in
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Solution NMR structure of RHE_CH02687 from«i>Rhizobium etli</i>: A novel flavonoid-binding

protein. Proteins: Structure, Function and Bioinformatics, 2017, 85, 951-956. 2:6 4

Solution NMR structure of zinc finger 4 and 5 from human INSM1, an essential regulator of
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Structural insight into the length-dependent binding of ssDNA by SP_0782 from Streptococcus
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Analytical and Bioanalytical Chemistry, 2022, 414, 497-506.

Structural lnvestigations on the SH3b Domains of Clostridium perfringens Autolysin through NMR
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Chemical shift assignments of the homodimer protein SP_0782 (74€“79) from Streptococcus pneumoniae.
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Chemical shift assignments of polyketide cyclase_like protein CGL2373 from Corynebacterium
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Characterization of the interaction interface and conformational dynamics of human TGIF1
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Chemical shift assignments of CHU_1110: an AHSA1-like protein from Cytophaga hutchinsonii.
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Chemical shift assignments of RHE_RS02845, a NTF2-like domain-containing protein from Rhizobium
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Backbone and side chain resonance assignments of the C-terminal domain of human TGIF1.
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Solution NMR structure of CHU_1110 from <i>Cytophaga hutchinsonii</i>, an AHSAL protein
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Solution NMR structure of CGL2373, a polyketide cyclase&€like protein from Corynebacterium
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Mutation of leucine 20 causes a change of local conformation indirectly impairing the DNA binding of
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Chemical shift assignments of Mb1858 (24-155), a FHA domain-containing protein from Mycobacterium
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Solution NMR structure and ligand identification of human Gas7 SH3 domain reveal a typical SH3 fold
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