Field-collected samples Frozen samples Difficult plant tissues

Conventional scRNA-seq

snRNA-seq FX-Cel™

Data output High Lower

Typical gene detection ~1,700 genes/cell ~600 genes/nucleus
Calliarimegrity ect ol wiloyoplaic kol oftoplanic
Sample compatibility Fresh, easy-to-digest tissues Frozen and difficult tissues
Processing artifacts Higher risk from long digestion Mild extraction stress






