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We want to identify regions under selection
in bottlenose dolphins and assess the level of
differentiation between each population
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ANGSD pipeline to calculate nucleotide diversity (pi)

-doSaf | — | BAM binary sequence alignment data
|
-realSFS | — | ./saf.gz, ./saf.idx, ./saf.pos.gz site allele frequency data
|
saf2theta | —> | ./sfs site frequency spectrum (1D/2D)
|
thetaStat | — | ./thetas.idx, ./thetas.gz nucleotide diversity
|

.JthetasWindow.gz.pestPG high resolution sliding window




5kb sliding window results

Nucleotide diversity = tP / nSites

#(indexStart,indexStop)(firstPos_withData,lastPos_withData)(WinStart,WinStop)  Chr WinCenter tW tP tF tH tL Tajima fuf fud fayh zeng nSites
(999,5820)(1000,6000)(1000,6000) NC_012059.1 3500 10.59177 11.5653 0 0 0 0.485574 1.896107 1.950938 1.636241 -1.759843 4821
(1999,6820)(2000,7000)(2000,7000) NC_012059.1 4500 13.671764 14989551 0 0 0 0.513831 1.943745 1.994389 1.657673 -1.788442 4821
(2999,7820)(3000,8000)(3000,8000) NC_012059.1 5500 17.142838 18.846694 0 0 0 0.533243 1.978439 2.026419 1.672737 -1.8092 4821
(3999,8820)(4000,9000)(4000,9000) NC_012059.1 6500 17.914188 19.703837 0 0 0O 0.536562 1.984471 2.032005 1.675317 -1.812792 4821
(4820,9820)(5000,10000)(5000,10000) NC_012059.1 7500 18.512379 20.214275 0 0 0 0.494153 1.973766 2.036046 1.66447 -1.815386 5000
(5820,10820)(6000,11000)(6000,11000) NC_012059.1 8500 21.212121 23.392857 0 0 0O 0.554262 2.007748 2.05167 1.686041 -1.825373 5000
(6820,11820)(7000,12000)(7000,12000) NC_012059.1 9500 24.683195 27.25 0 0 0 0.562282 2.02403 2.067082 1.692716 -1.835161 5000
(7820,12820)(8000,13000)(8000,13000) NC_012059.1 10500 24.29752 26.821429 0 0 0 0.561502 2.022436 2.065572 1.692066 -1.834205 5000
(8820,13820)(2000,14000)(9000,14000) NC_012059.1 11500 24.29752 26.821429 0 0 0 0.561502 2.022436 2.065572 1.692066 -1.834205 5000
(9820,14820)(10000,15000)(10000,15000) NC_012059.1 12500 25.454545 28.285715 0 0 0 0.e01726 2.0399 2.069975 1.70472 -1.836991 5000
(10820,15820)(11000,16000)(11000,16000) NC_012059.1 13500 30.854053 34491213 0 0 0 0.639692 2.0674 2.0864 1.720096 -1.847341 5000
(266,284)(1000,13687)(1000,6000) NC_047034.1 3500 0.025036  0.024603 0 0 0O -0.015531 0.194387 0.215779 0.252016 -0.226367 18
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Conclusions

* Offshore populations are the
most diverse

* Inshore is evolving at a faster
rate in select regions

* Inshore is independently
accumulating mutations
(sweeps)

* Recent founder events
contribute to speciation
(offshore > coastal > inshore)
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