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INTRODUCTION METHODS

« Chitinases (CHTs) degrade chitin, a key structural component of
the insect cuticle and peritrophic matrix. In insects, CHTs are
essential for molting, growth, digestion, and immune defense.

« The coffee berry borer (CBB, Hypothenemus hampei) is one of
the most destructive pests of coffee, causing severe global yield
losses.

« CHT and CHT-like gene family in CBB has not been systematically

» characterized. Hence, a genome-wide analysis of CBB chitinases

T (HhCHTs) can identify key developmental enzymes and

e R 202°) potential molecular targets for pest management, including

RNAi-based strategjies.
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CONCLUSION AND FUTURE WORKS

o This study presents the first comprehensive genome-wide « Future work will focus on experimental validation of selected
characterization of the chitinase and chitinase-like gene family in HhCHTs through RT-qPCR to assess spatiotemporal expression
the coffee berry borer (Hypothenemus hampei). patterns, as well as functional characterization using gene silencing

o Integrated analyses of gene structure, conserved motifs, domain approaches.
architecture, phylogeny, subcellular localization, protein—protein « These efforts will provide deeper insights into the biological roles of The. data and references  that Support th?
interactions, and structure prediction highlight the functional diversity =~ HhCHTs and support the development of targeted, RNA findings of this study are openly available in
and evolutionary conservation of HhCHTs, underscoring their critical interference-based molecular strategies for sustainable ﬁgshare: doi’1 0.6084/m9.ﬁgshare.3 1287832
roles in chitin metabolism and cuticle-associated processes. management of the coffee berry borer.
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