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Table S1: List of 305 samples collection information in this study. 
Table S2: BLAST results of SNP-associated contigs of 159,372 against the Chines pine reference 

genome with identity ≥ 95% and unique location. 
Table S3: The identified 20,055 SNPs set. 
Table S4: BLAST results of SNP-associated contigs compared with the non-redundant (nr) 

protein database. 
Table S5: Gene Ontology (GO) annotations results from the 159,372 SNP-associated contigs. 
Table S6 The Kyoto Encyclopedia of Genes and Genomes (KEGG) annotations results based 

on the 159,372 SNP-associated contigs. 
 
 
  



Figure S1. Workflow for the application of genotyping-by-sequencing in combination with 
technical replicates filtering and homologous reference genome blasted and validated for 
reliable, informative SNPs and contigs in the development of genomic resources in 
Masson pine genomic research. 
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Figure S2. Gene Ontology classification of SNP-associated contigs identified from GBS in 

Masson pine (A), KEGG Pathway details of annotated contigs in Masson pine (B). 
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Figure S3. Highlighting of YQ and ZB subpopulations in the PCoA plots of 299 Massson pines 
based on the SNPs obtained without or with replicates in different filtering scenarios from 
zero to six pairs. Panel (A) to (F) were the PCoA plots in SNPs of rep0 (443,571) (A), rep1 
(435,039) (B), rep6 (153,942) (C), rep6blast (134,611) (D), rep6blastAnnot (60,143) (E) and 
rep6blastAnnot35bp (F) (20,055). The different signal of colored circles with the 
abbreviations representrepresents the original resource of YQ and ZB subpopulation, the 
blank circles represent all other samples from four local populations displayed in Table S1. 
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