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Appendix A. Supplementary data
Supplementary Fig. S1 The length and relative position of conserved regions in SARS-CoV-2.

Supplementary Fig. S2 Correlation of parameters (length, Blast scores and P value) of barcode segments.

Supplementary Fig. S3 The visual dynamic 2D barcode for subordinate barcode segments. A The 2D barcode. People obtain 1D barcodes and basic information about barcode segments by scanning. B The basic information screenshot of barcode segments (the top five) with 2D barcode scanning. The barcode segments use the standard representation of DNA sequences, which is denoted as ACGT.

Supplementary Table S1.xlsx Accession and version numbers of sequences in training sets on NCBI.

Supplementary Table S2.xlsx Detailed test set results for barcode segments. The green-colored cells in the table represent the data of the main barcode segments.

Supplementary Table S3.xlsx The nucleotide polymorphism and genetic features of SDs.

Supplementary Table S4.xlsx The basic information of 75 barcode segments.

Supplementary File 1.bat The script for batching file format (file extension) conversion.

Supplementary File 2.bat The script for the merge of various files.

Supplementary File 3.py The Python code for the bulk export of feature string (simple version).

Supplementary File 4.py The Python code for the bulk export of feature string with an ambiguity range (extended version).

Supplementary File 5.py The Python code for the replacement of sequence names and the deletion of degenerate bases in SDs.

Supplementary File 6.py The Python code for batch amending conserved region names from the resulting files of DnaSP6 “Conserved Regions” function.

Supplementary File 7.py The Python code for analyzing the characteristics of conserved regions from the resulting files of DNAsp6 “Conserved Regions” function.
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