
Supplementary_Figure_S1: Overview of sequence alignment results and visualization features provided by the DEFGermplasm platform.
(a) Summary of the alignment settings used in the analysis, including the BLAST version, selected reference database, and user-defined
parameters such as mismatch tolerance. (b) Chord diagram displaying the relationships between query sequences and their top matching
sequences across different species, illustrating the degree of sequence similarity. (c) Visualization of alignment hits and the length
distribution of matched sequences, offering intuitive insights into alignment quality and coverage. (d) Tabular presentation of detailed
alignment statistics for each query–target pair, including query coverage, total score, E-value, and identity percentage, enabling precise
evaluation of homology strength.


