14

papers

14

all docs

1040056

476 9
citations h-index
14 14
docs citations times ranked

1125743
13

g-index

945

citing authors



10

12

14

ARTICLE IF CITATIONS

Development of UHPLC/Q-TOF Analysis Method to Screen Glycerin for Direct Detection of Process
Contaminants 3-Monochloropropane-1,2-diol Esters (3-MCPDEs) and Glycidyl Esters (GEs). Molecules,
2021, 26, 2449.

Peptidomic analysis of type 1 diabetes associated HLAG€DQ molecules and the impact of HLAGEDM on peptide

repertoire editing. European Journal of Immunology, 2017, 47, 314-326. 2.9 22
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