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Tracing whale myoglobin evolution by resurrecting ancient proteins. Scientific Reports, 2018, 8, 16883.

Direct visualization of DNA baton pass between replication factors bound to PCNA. Scientific Reports, 3.3 9
2018, 8, 16209. :

Transcriptional activation of a chimeric retrogene PIPSL in a hominoid ancestor. Gene, 2018, 678,
318-323.

Molecular mechanisms of insulin resistance in 2 cases of primary insulin receptor defect-associated

diseases. Pediatric Diabetes, 2017, 18, 917-924. 2.9 6

The Role of the Prod1 Membrane Anchor in Newt Limb Regeneration. Angewandte Chemie -
International Edition, 2017, 56, 270-274.

Exonuclease processivity of archaeal replicative DNA polymerase in association with PCNA is expedited

by mismatches in DNA. Scientific Reports, 2017, 7, 44582. 33 2

Structural and Functional Analysis of the C-Terminal Region of FliG, an Essential Motor Component
of Vibrio Na+-Driven Flagella. Structure, 2017, 25, 1540-1548.e3.

Decoding disease-causing mechanisms of missense mutations from supramolecular structures. 3.3 2
Scientific Reports, 2017, 7, 8541. :

Aresidue located at the junction of the head and stalk re%ions of measles virus fusion protein
regulates membrane fusion by controlling conformational stability. Journal of General Virology,
2017, 98, 143-154.

Atomic structure of an archaeal GAN suggests its dual roles as an exonuclease in DNA repair and a

CMG component in DNA replication. Nucleic Acids Research, 2016, 44, 9505-9517. 14.5 22

The tetrameric MotA complex as the core of the flagellar motor stator from hyperthermophilic
bacterium. Scientific Reports, 2016, 6, 31526.

Structure of the EndoMS-DNA Complex as Mismatch Restriction Endonuclease. Structure, 2016, 24,

1960-1971. 33 48

Classification of ligand molecules in PDB with graph match-based structural superposition. Journal
of Structural and Functional Genomics, 2016, 17, 135-146.

Identification of a mismatch-specific endonuclease in hyperthermophilic Archaea. Nucleic Acids 145 63
Research, 2016, 44, 2977-2986. :
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