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Table. Summary of AMOVA results Table. Summary of Fixation Indices
at Sum of Variance Variation Fixation Indices
Squared component (%)
- FIS*! 0.059996
Among populations 5 110010 6879.163 61.74
Among Individuals Within populations 70 4038101 2700418 25 FST* 062014
within individuals a0 382436 3983708 3576 FIT* 0.63998
Total 165 896256.1 11132913 \

*1) FIS: The estimate differentiation within groups (range 0~1)

*1) df: Degrees of freedom.
*2) Sum of Squared: The sum of squared differences of each observation from the mean
*3) Variance eomponent ETH £ JH| Lf BO|EEE UEILEE S

» AMOVA (Analysis of Molecular Variance)
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*2) FST. The estimate differentiation among groups (range 0~1)

*3) FIT: The estimate differentiation within individuals {range 0~1)
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Principal Component Analysis (PCA), Discriminant
Analysis of Principal Components (DAPC)2 ¢t 2t
SUN AXRE AAXOZE =H0lst?| 2l GBS 218t SNP
O3 E 0| 23t0f plot 2 =E&LICt

PCA 24 Zxt DAPC 24 ZAnt

I Zch 2 Q™A Eolk (genetic differentiation) 244 - Pairwise Fst

7_||- Jé’l:d- ?_]- %ﬁxﬂ-{ _E_§ E(Genetlc dlfferentlat|on)‘— Table. Statistics of pairwise FST among groups
Group1 Group2 Group3 Group4 Group5 Group6
Tt 2| Qololst A 25t U=X| =elst| Ush Group1 NA 00127 002051 001562 000000  0.00000
o 4 Dhadad0| ol = o aro Group2  0.14425 NA 0.10156 009277 000000  0.00000 Pairwise FST
R 2AG0| U= 2HHIE 2toll Hotet o2 SNP 40|2} Group3 015685  0.11076 NA 03418 0.0127 0.00000
e Groupd 012522 0.118 01313 NA 0.00195 0.0127 A
Dnoc|l=X|2 =Xt & XIC} 20| 2™ Xl0o|E miD} al .
SREIEXIE £8e 7, [Y Lo FTA X0IS T A Groups 008956 006736 011651 011873 NA 000195 O -
RSN Groupé 008173  D0.09046 007827 010882 013091 NA . . l »
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| 875 Cied 23 - Genetic diversity indices

Table. YE'E FUICIYE SAY U 2TRUAF
ey AMe M. N, Ho He Fs TH|0| A OFEICHLHOIA SFH Crf4 ol HE & CHfet indices(FREHZ R TXL 2(Ne),

Group1 16 2 1611845 0314 034877  0.14552 g gy
Ol¥He T 2HEXI(Ho), OIFT = 2IChXI(He), 1FX|x(F), etc)E £H, 4l
Group2 16 2 1614693 036805 035992 0.13934
1= X X2 310|E| S X C}OFAM S XICHH © orkl £ 3g}o|sH
Group3 16 2 1626914 037503 034863 0.13888 7;"2} I:H|0|_ Oﬂkl —'I‘ '—I '—I o LErO (S ‘—r =TT -IEI' X|'0| 2= '—I o LI I:|>.
Group4 16 2 1599335 030648 034473 016415
N,: Mean number of alleles
Groups 16 2 1628619 035309 031473 008824 . f
P Ng: Mean number of effective alleles
Groupé 16 2 163125 032786 034979 0.10934 Hy: Observed heterozygosity
Total % 2 1618776 0340751667 0344428333 0.130911667 He: Egpe;teq hEtero_ZVQOS'tV ) . ) .
Fs: Fixation index within populations (or inbreeding coefficient)
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