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Supplementary figure legend: 
Figure S1: The K value of Bayesian Clustering Analyses through software 
STRUCTURE (Usepopinfo = 1), admixture model, and burn-in and replication values 
set at 50000 and 100000, respectively. The figure was based on all 320 captive South 
China tigers and the 108 voucher tigers (Luo et al. 2004 and 2008) as the reference 
tiger population data set. The figure showed K = 15 is the highest probability among 
choices of K. 
Figure S2: The Pearson correlation between fM and fP. 
Figure S3: The Pearson correlation between heterozygous loci ratio and fP. 
Figure S4: The Pearson correlation between heterozygous loci ratio and fM. 
Figure S5: The Pearson correlation between fP and generation. 
Figure S6: The Pearson correlation between fM and generation. 
Figure S7: The Pearson correlation between heterozygous loci ratio and generation. 
Figure S8: The distribution of fM among the institutes with more than 3 living 
pureblood SCTs. The differences among locations were not significant with P > 0.05 
(ANOVA test). 
Figure S9: The Pearson correlation between heterozygosity and nucleotide diversity 
(π) at genome level. 
Figure S10: The Pearson correlation between heterozygosity and FROH at genome 
level. 
Figure S11: The comparation of FROH for total ROH between hybridization in Meihua 
mountain and pureblood SCTs (P = 0.0026, ANOVA). 
Figure S12: The comparation of FROH for different ROH length between hybridization 
in Meihua mountain and pureblood SCTs. (A) the ROH length < 0.1M (P = 
0.0001205, ANOVA); (B) 0.1M ≤ the ROH length < 1M (P = 0.001006, ANOVA); 
(C) 1M ≤ the ROH length < 3M (P = 0.0001264, ANOVA); (D) 3M ≤ the ROH 
length < 5M (P = 0.09333, ANOVA); (E) 5M ≤ the ROH length < 10M (P = 0.6082, 
ANOVA); (F) 10M ≤ the ROH length (P = 0.0002751, ANOVA). 
Figure S13 The principal component analysis of PC1 and PC2 following autosomal 
variants. South China tigers included SCT and Mei. SCT denoted the 23 pureblood 
SCTs and Mei denoted the hybridization SCTs in Meihua mountain. ptal: P. t. altaica, 
ptco: P. t. corbetti, ptja: P. t. jacksoni, ptsu: P. t. sumatrae, ptti: P. t. tigris. 
 
Supplementary table legend 
Table S1. The samples information in this study. (a separated file)  
Table S2. Structure results basing on microsatellite. (a separated file) 
Table S3. Re-sequencing data statistics in this study. 
Table S4 the genomic heterozygosity and FROH in this study 
Table S5 the FROH under different ROH length (a separated file) 
Table S6. the detail about ADMIXTURE under genome level for the living six tiger 
subspecies. K is set from 4 to 10. (a separated file) 
Table S7 Individual homozygote SNP counts per impact category. 
 



 
 
 
 

 
Figure S1: The K value of Bayesian Clustering Analyses through software STRUCTURE 
(Usepopinfo = 1), admixture model, and burn-in and replication values set at 50000 and 100000, 
respectively. The figure was based on all 320 captive South China tigers and the 108 voucher 
tigers (Luo et al. 2004 and 2008) as the reference tiger population data set. The figure showed K = 
15 is the highest probability among choices of K. 
 
 
 
 
 
 



 
 
 

 
 

Figure S2: The Pearson correlation between fM and fP. 
 



 
 
 

 
 

Figure S3: The Pearson correlation between heterozygous loci ratio and fP. 
 
 
 
 



 
 
 
 
 
 

 
Figure S4: The Pearson correlation between heterozygous loci ratio and fM. 

 
 



 
 
 
 

 
 

Figure S5: The Pearson correlation between fP and generation. 

 
 



 
 
 

 
Figure S6: The Pearson correlation between fM and generation. 

 
 



 
 
 
 

 

 
Figure S7: The Pearson correlation between heterozygous loci ratio and generation. 

 



 
 
 

 
Figure S8: The distribution of fM among the institutes with more than 3 living pureblood 
SCTs. The differences among locations were not significant with P > 0.05 (ANOVA 
test). 
 
 



 
 
 
 

 
Figure S9: The Pearson correlation between heterozygosity and nucleotide diversity (π) at 
genome level. 
 
 



 
 
 
 

 
 
Figure S10: The Pearson correlation between heterozygosity and FROH at genome level. 
 
 
 



 
 
 
 
 
 

 
Figure S11: The comparation of FROH for total ROH between hybridization in Meihua mountain 

and pureblood SCTs (P = 0.0026, ANOVA). 
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                  (E)                                 (F)  
 
Figure S12: The comparation of FROH for different ROH length between hybridization 
in Meihua mountain and pureblood SCTs. (A) the ROH length < 0.1M (P = 
0.0001205, ANOVA); (B) 0.1M ≤ the ROH length < 1M (P = 0.001006, ANOVA); 
(C) 1M ≤ the ROH length < 3M (P = 0.0001264, ANOVA); (D) 3M ≤ the ROH 
length < 5M (P = 0.09333, ANOVA); (E) 5M ≤ the ROH length < 10M (P = 0.6082, 
ANOVA); (F) 10M ≤ the ROH length (P = 0.0002751, ANOVA). 
 
 
 
 
 



 
 
 
 

 
Figure S13 The principal component analysis of PC1 and PC2 following autosomal 
variants. South China tigers included SCT and Mei. SCT denoted the 23 pureblood 
SCTs and Mei denoted the hybridization SCTs in Meihua mountain. ptal: P. t. altaica, 
ptco: P. t. corbetti, ptja: P. t. jacksoni, ptsu: P. t. sumatrae, ptti: P. t. tigris. 
 
 
 
 
 



 

 
Table S1. The samples information in this study. (a separated file)  
Table S2. Structure results basing on microsatellite. (a separated file) 
 

Table S3. Re-sequencing data statistics in this study. 
 

Sampl
e 

Read_length(b
p) 

RawBases(G
b) 

RawCoverage(
X) 

CleanBases(G
b) 

CleanCoverage(
X) 

#267 150_150 49.90826 20.8 47.94401278 19.98 

#296 150_150 44.61216 18.59 43.0103104 17.92 

#299 150_150 39.07528 16.27 37.50236 15.62 

#348 150_150 37.65111 15.67 36.254522 15.1 

#393 150_150 38.72085 16.12 36.747563 15.29 

#441 150_150 46.13822 19.21 43.827861 18.25 

#457 150_150 34.10595 14.2 32.957172 13.73 

#467 150_150 37.90963 15.78 36.580036 15.23 

#468 150_150 44.13163 18.38 41.101204 17.11 

#489 150_150 44.93985 18.71 42.607143 17.73 

#522 150_150 40.3453 16.8 38.747885 16.13 

#530 150_150 41.69762 17.36 39.582499 16.47 

#531 150_150 41.50857 17.27 39.477911 16.43 

#544 150_150 34.67444 14.43 33.165348 13.81 

#551 150_150 47.24652 19.67 44.92909 18.71 

#553 150_150 46.49082 19.36 44.311691 18.45 

#558 150_150 48.53714 20.2 46.351285 19.3 

#616 150_150 41.2668 17.18 39.281961 16.35 

#625 150_150 44.37436 18.47 42.410637 17.66 

#635 150_150 35.00888 14.57 33.61567 14 

#701 150_150 42.69144 17.77 40.710288 16.95 

#702 150_150 43.09487 17.94 41.207888 17.15 

#712 150_150 32.83035 13.67 31.538613 13.13 

M118 150_150 44.48234 18.53 43.886367 18.27 

M129 150_150 47.38267 19.74 39.466503 16.43 

M130 150_150 43.25693 18.02 40.379301 16.81 

M131 150_150 51.26582 21.36 42.877485 17.85 

M29 150_150 45.30731 18.88 43.819113 18.24 

M31 150_150 48.864211 20.36 46.599321 19.4 

M36 150_150 43.080932 17.95 41.194761 17.15 

M44 150_150 45.5760134 18.99 43.428646 18.08 

M64 150_150 45.192257 18.83 43.236483 18 

M67 150_150 40.968016 17.07 39.393241 16.4 

M70 150_150 46.93199 19.56 44.768306 18.65 



M74 150_150 52.45002 21.85 50.145154 20.89 

M77 150_150 43.17973 17.99 41.141724 17.14 
 



 

 

Table S4 the genomic heterozygosity and FROH in this study 

Indi
vidu
al 
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the 
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of 
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-RO
H 

Hetero
zygosi
ty 

N_
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ES 
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M3 223962 72 309 19832 0. 0.89 0.0009 283 21835 90.39 hybri
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Table S5 the FROH under different ROH length (a separated file) 

 

Table S6. the detail about ADMIXTURE under genome level for the living six tiger 
subspecies. K is set from 4 to 10. (a separated file) 
 
 

Table S7 Individual 
homozygote SNP counts per 

impact category. 
 
 

Individual High Moderate Low Total 
M129 10 625 989 1624 
M130 6 520 951 1477 
M131 11 752 1032 1795 


