GCOGTCCGCAGETGRAATTEGRAGAGGAR
AGOTCAAATTTGAAATCTGGATCAPICGSS
ACGTGTGCOTACTGAGTTCCOTGGAACGGA
ACGGGTGCOTACTGAGTTCCOTGGAACGGS
ST GAGAGCCCCGTATGGTAGGACACCCAGD
CGGGTTCCTTCCGAGTTCCATGGAACGGGM
CGGGTTCOTTCCGAGTTCCOTGGARCGGS
|GGTTCOTTCCGAGTTCCATGGARCGGGRCS
AQTACATGGATAACCGIGGTAATTORAGAG
AACGGGACGCCATAGAGGGEGAGAGCCCE
= GGTTCOTTCCGAGTTCCORGGARACGGGRL
0t GGARCGGGACGCCATAGAGGGRGRAGAGE
AANTOTGGHTCOTTCGGGGCCCGAGRT GRA
AGAGCCCCGTATGGTCGGARACCCAGCCCT

n GAGAGCCCCGTOTGGRCGa
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Genetic structure often mirrors biogeography %}y
Each species may comprise up to four ‘cryptic species’ UNIVERSITY

OF
JOHANNESBURG

Kraussillichirus kraussi B
(sandprawn) COl phylogeny |
L B tropical

2 North-east coast

99 14
81 14

3 subtropical
72 East coast

12

warm-temperate
South coast

96

cool-temperate
West coast

1 (Callianassa sp.)
Munida proto AY350986

Pillay et al. 2017, Mar Ecol Prog Ser 347: 1-14 Callichirus major AF436025
- Teske et al. (2009) Mar Biol 156:1265-1275
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Conservation applications

Translocations to increase genetic diversity must be prevented
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Not all species exhibit structure
Does this depend on dispersal ability?

https://www.wikipedia.org

Active dispersers: Passive dispersers:
Genetic homogeneity? Genetic structure?



Incipient ecological speciation?
Not supported by DNA barcoding
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ddRADseq SNPs COl

(under thermal selection) (incomplete lineage sorting)

Teske et al. (2019) Proc R Soc B 286: 20182023 Drost et al. (2016) Mar Biodivers 46:465-471
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van der Lingen C & Moloney C (unpublished)
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Teske et al. (2021) Science Advances 7: eabf4514
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Selectively neutral SNPs
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ean of est. Ln prob of data

Mean of est. Ln prob of data
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Candidate SNPs: Identification of clusters
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STRUCTURE analyses
followed by STRUCTURE HARVESTER



Assignment to two stock components

Genomic SNPs Sites
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Teske et al. (2021) Science Advances 7: eabf4514



