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A review on bioprocessing of paddy straw to ethanol using simultaneous saccharification and

261 fermentation. Process Biochemistry, 2019, 85, 125-134 48 31

Structure and dynamics of Trichoderma harzianum Cel7B suggest molecular architecture
adaptations required for a wide spectrum of activities on plant cell wall polysaccharides. Biochimica
Et Biophysica Acta - General Subjects, 2019, 1863, 1015-1026

5 Biochemical characterization and low-resolution SAXS shape of a novel GH11 exo-1,4-Ekylanase 6
59 identified in a microbial consortium. Applied Microbiology and Biotechnology, 2019, 103, 8035-8049 57
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