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Génome sequencing

Seguencing of onéltriplétail specimen

1

Long reads (PacBio)
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Short reads (Illumina)
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Sampling

Collection  Number of Total # Samples
Year Samples from Location

Location Samples Used

2012 15

Georgia 2014 22 56 56
2019 19
2017 68

Mississippi 2018 89 221 118
2019 64

Australia 2016/17 30 50 50

2018 20
Florida EC 2018 32 32 32

Florida GC 2018 59
Florida Keys 2019 77 77 77

Texas 2019 10 10 10
Peru 2019 50 50 50
Brazil 2019 18 18 18
Senegal 2020/21 62 62 62
Benin 2021 62 59 59
Malaysia 2019 11 11 0

Turkey 2021 27 27 27
Total
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d"'dRAD,—Tag Seqguencing

|
DNA digested by testriction enzymes Eco-RI and MspI*

Illumina adapters and sample speC|f|c barcodes ligated to
fragments H I,

.il 100 samples pooled and sequenced togelher L

X Rare cut site == Genomic interval present in library
Commeon cut site == Sequence reads

double digest RADseq

Peterson. et al., 2012
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Population structure analysis

Analysis of molecular vafiance i °

Source of variation d.f. Fstatistic % variance

Among groups 4Va (FCT)

3Vb (FSC)

Among individuals w.

populations 325Vc (FIS)
Within individuals 333Vd (FIT)
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i Principal coordinates (PCoA)jAxis 1 and 2 explain 71%
and 26% of the variance respectively
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iy Pairwise'F (géenetic distance) between sampledjregions
1 :

AUS BRA

0.33654*

0.28089*

0.28985* 0.00136

0.28077* 0.00006 0.00132*

0.2834* 0.00134 0.00171 0.00114

0.27836* 0.00146 0.00237 0.00184 0.00217

0.7261%* 0.71848* 0.71772* 0.72299* 0.72085* 0.72704* 0.71285*




1 Current steps
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Location

Georgia

Georgia

Mississippi
Mississippi
Mississippi
Australia
Australia
Florida EC
Florida GC
Florida Keys

Texas

Peru

Brazil

Sampling

Collection Year

2012
2012
2014
2019
2017
2018
2016/2017
2016/2017

2018

2019

2019

2019

2019

2018
2018
2019

Specific Location

Sapelo Sound
Jekyl Island
Ossabaw Sound
Wassaw Sound
Ossabaw Sound
Jekyl Island
unknown
Bay St Louis,
Chandeleur Island
Mississippi sound
Port Alma
Weipa, QLD
Strange Bay
Port Alma
Dampier Arch

Carancahua Bay
Matagorda Bay
Aransas Bay
La Cruz
La Jota
Playa hermosa
Punta malpelo
Plataforma la cruz
Cherrez
Trincheira
Prainha
Pereirinha

Number of
Samples

1
14
22

3

2
14
68

64

89
15
15
1
14
5
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Total #
Samples area

37

19

68
64
89
30

20

77

10

50

18

Samples
Used

37

19

50
18
50
30
20
32
59
77

10

50

18
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