31

papers

34

all docs

430874

1,051 18
citations h-index
34 34
docs citations times ranked

454955
30

g-index

1674

citing authors



10

12

14

16

18

m

ARTICLE IF CITATIONS

RNA-assisted sequestration of RNA-binding proteins by cytoplasmic inclusions of the C-terminal 35-kRDa

fragment of TDP-43. Journal of Cell Science, 2022, 135, .

PolyQ-expanded proteins impair cellular proteostasis of ataxin-3 through sequestering the

co-chaperone HSJ1 into aggregates. Scientific Reports, 2021, 11, 7815. 3.3 1

O3€GIcNAcylation of TDP&€43 suppresses proteinopathies and promotes TDP&€433€™s mRNA splicing activity.
EMBO Reports, 2021, 22, e51649.

Solid-State NMR Reveals the Structural Transformation of the TDP-43 Amyloidogenic Region upon 13.7 51
Fibrillation. Journal of the American Chemical Society, 2020, 142, 3412-3421. )

Domain interactions reveal auto-inhibition of the deubiquitinating enzyme USP19 and its activation by
HSP90 in the modulation of huntingtin aggregation. Biochemical Journal, 2020, 477, 4295-4312.

Structural and dynamic studies reveal that the Ala-rich region of ataxin-7 initiates I-helix formation of

the polyQ tract but suppresses its aggregation. Scientific Reports, 2019, 9, 7481. 3.3 13

PolyQ&€expanded huntingtin and ataxind€3 sequester ubiquitin adaptors hHR23B and UBQLNZ2 into
aggregates <i>via<[i> conjugated ubiquitin. FASEB Journal, 2018, 32, 2923-2933.

Structural and Functional Investigations of the N-Terminal Ubiquitin Binding Region of Usp25. 05
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The N-terminal ubiquitin-binding region of ubiquitin-specific protease 28 modulates its
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