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Evaluating bioinformatics pipelines for population level inference using environmental DNA
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Table S1. Sequences of the intraspecific barcode obtained after amplification with the primer pair MS-DL06, sequencing and initial trimming for the 39 Mullus surmuletus individuals of the aquarium and used for the reference database of the aquarium and sea samples.


















[image: ] Table S2. Sequences of the intraspecific barcode obtained after amplification with the primer pair MS-DL06, sequencing and initial trimming for the 21 Mullus surmuletus individuals sampled in different locations and used for the reference database of the sea samples.

[image: ]Table S3. Parameters for each marker obtained with ECOPCR from the D-loop of Mullus surmuletus.

































[image: ]Table S4. Sensitivity, haplotype precision and read precision obtained for each aquarium, and mean sensitivity, mean haplotype precision and mean read precision obtained for each pipeline and their corresponding standard deviation.





[image: Une image contenant texte

Description générée automatiquement]Figure S1. In silico amplification of the target species Mullus surmuletus and of the non-target species with the primer pairs MS-DL01 to MS-DL05, according to the number of mismatches in the forward and reverse primers. Species amplified in silico which have a very low probability of being sampled with M. surmuletus are represented in blue (freshwater or terrestrial species). Circle diameter is proportional to the number of sequences from the dataset which are amplified.
This figure was created with the ROBITaxonomy (LECA, 2012), ROBIBarcodes (LECA, 2013) and ROBITools (LECA, 2012) R packages.









[image: ]Figure S2. (A) In silico amplification of the target species Mullus surmuletus and of the non-target species with the primer pair MS-DL06, according to the number of mismatches in the forward and reverse primers. Species amplified in silico which have very low probability of being sampled with M. surmuletus are represented in blue (freshwater or terrestrial species). The circle diameter is proportional to the number of sequences from the dataset which were amplified. (B) Sequences of forward and reverse primers (5’->3’).
This figure was created using the ROBITaxonomy (LECA, 2012), ROBIBarcodes (LECA, 2013) and ROBITools (LECA, 2012) R packages.
















[image: ]Figure. S3. Results for ocean eDNA samples analyzed with pipeline B2 with a threshold of 1/1000 per site for the minimum relative read count in both samples. (A) Bar charts representing the number of haplotypes in the reference database, false positive haplotypes, and possibly true haplotypes returned for eDNA samples from Banyuls and Calvi, in comparison to the composition of the reference dataset built to design the barcode. (B) Scatterplot overlapping the number of reads for haplotypes in the reference database, false positive haplotypes, and “possibly true haplotypes”. A decimal logarithmic scale is used for the vertical axis.
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Aquarium Individual Sequence (5'->3') Aquarium Individual Sequence (5'->3')

Aquarium 2 Individual 1 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC Aquarium 4 Individual 1 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACATAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCTGCCCAC TCAAATAAGTACGAAATAGAAAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 2 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAATCCCAGAAAACAGGACAGACAAAAAAGAAGAC Individual 2 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGACTAAACGTGTCGGCCCGC TCAAATAAGTACGAAATAGAGAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCACCCG

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCTTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 3 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCACAGAAATCCCAGAAAACAGGACAGGTAAAAAAGAAGAC Individual 3 > TGTATTAAGACCACTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC ATACAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 4 > TGTATTAAGACCATTTTAATGATTTAAACCAATCAGGTCCGAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 4 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACATAGATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCTGCCCAC TCAAATAAGTACGAAATAGAGAAAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

ATGCAACCAGGCATCCTCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 5 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAGGTCCAGAATCCGTAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 5 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAGAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC TCAAATAAGTACGAAATAGAAAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 6 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 6 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGGCAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCACCCG TCAAATAAGTACGAAATACCAAAAATACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTTGACCCGC

CATGCAACCAGGCATCCCCATCCCTAGTCCTTAAACAGAAACACGCAGTAAGAACCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 7 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCACAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 7 > TGTATTAAGACCATTTTAATGATTTAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC TCAAATAAGTACGAAATACCAAAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 8 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAGTCCCAGAAAACAGGATAGATAAAAAAGAAGAA Individual 8 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGAC

CTCAAATAAGTACGAAATAGGGAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCC TCAAATAAGTACGAAATAGAAGGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

GCATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 9 > TGTATTAAAACCATTTTGATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 9 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGGCAGACAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAGGAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC TCAAATAAGTACGAAATACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGACTAAACGTGTCGGCCCAC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTGAACAGAAACGCGCAGTAAGAACCTACCATC

Individual 10 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 10 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 11 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCACAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC

Aquarium 3 Individual 1 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAAGTCCGAAATCCATAGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Aquarium 5 Individual 1 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAAATAAGTACGAAATACCAAAAATACAGAAATAGAACCGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCG TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAAGTAATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

CATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC

Individual 2 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 2 > TGTATTAACACCATTTTAATGATTTAAACCAATCAGGTCCAAATCCATAGAAATCCCAGAAAACAAGACAGACAAAAAAGAAGACT

TCAAATAAGTACGAAATAGAGAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG CAAATAAGTACGAAATACCAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCACA

CATGCAACCAGGCATCCTCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC TGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 3 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 3 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAACAGTAGAGGATACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGACTAAACGTGTTGGTCCG TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTAATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCACCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC

Individual 4 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 4 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAGGTCCGAAATCCATAGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGTCCG TCAAATAAGTACGAAACAGTAAGAAATACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTTGGTCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 5 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 5 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCAAAATCCGTAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTTATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGTCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 6 > TGCATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 6 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAAAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATAAATCAGATTAAACGTGTCCGCCCG TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCTCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAGNTGATAACTTAAAGCATACGTT

Individual 7 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGGTAAAAAAGAAGAC Individual 7 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAGAAGTACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC TCAAATAAGTACGAAACACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATC

Individual 8 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCACAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 8 > TGTATAAAAACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC TCAAATAAGTACGAAACAGTAGAGGATACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGACTAAACGTGTTGGTCCG

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATC

Individual 9 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAGATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC Individual 9 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCTGCCCG TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATC
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Sample Sequence (5'->3')

Atlantic - 1 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCACAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAGTTGATAACTTAAAGCATACGTT

Atlantic - 2 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCACCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCTTAAACAGAAACACGCAGTAAGAACCTACCATCAGTTGATAACTTAAAGCATACGTT

Atlantic - 3 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Atlantic - 4 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCAAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAG

Mediterranean - 1 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCACTGAAACCCCAGAAAACAGGGCAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCTGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAG

Mediterranean - 2 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAG

Mediterranean - 3 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCACCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAGNTGATAACTTAAAGCATA

Mediterranean - 4 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAGGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGATATACCAGAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Mediterranean - 5 > GTATTAAAACCATTTTATGATTTAAACCAATCAGGTCCGAAATCCATAGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGACTC

AAATAAGTACGAAACAGTAGAGGTACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGACTAAACGTGTTGGTCCGCTG

CAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAGTTGATAACTCGAAGCATACGTT

Mediterranean - 6 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCAAAATCCATTGAAGCCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAGAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTGATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAGTTGATAACTTAAAGCATACGTT

Mediterranean - 7 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCGAAATCCATAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTTATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAG

Mediterranean - 8 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAAAGAAGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAG

Mediterranean - 9 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAAGTCCGAAATCCATAGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAAATAAGTACGAAATACCAAAAATACAGAAATAGAACCGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCG

CATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAGTNGATAACTTAAANCATACG

Mediterranean - 10 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAAGTCCGAAATCCATAGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAGAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Mediterranean - 11 > TGTATTAAGACCATTTTAATGATTCTAACCAATCAGGTCCAAAATCCGTAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Mediterranean - 12 > TGTATTAAAACCATTTTAATGATTTAAACCAATCAAGTCCGAAATCCATTGAAACCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATAGAAAGAGGTACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCCGCCCG

CATGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACACGCAGTAAGAACCTACCATCAG

Northern Sea - 1 > TGTATTAAGACCATTTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAAAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTTGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Northern Sea - 2 > TGTATTAAAACCATTTTAATGATTCAAACCAATCAGGTCCAGAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTAATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGACCCGC

ATGCAACCAGGCATCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAGCCTACCATCAG

Northern Sea - 3 > TGTATTAAGACCATCTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCAC

ATGCAACCAGGCACCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAG

Northern Sea - 4 > TGTATTAAGACCATCTTAATGATTCAAACCAATCAGGTCCAAAATCCATAGAAGTCCCAGAAAACAGGACAGATAAAAAAGAAGAC

TCAAATAAGTACGAAATACCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCGGCCCAC

ATGCAACCAGGCACCCCCATCCCCAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAGTNGATAACTTAAAGCATACGTT

Northern Sea - 5 > GTATTAAAACCATTTTAATGATTTAAACCAATCAGGTCCCAAATCCGTAGAAATCCCAGAAAACAGGACAGATAAAAAAGAAGACT

CAAATAAGTACGAAACAGCAAAAATACAGAAATAGAACTGATGACCGCTAGCGATTTATTAATCAGATTAAACGTGTCAGCCCGCA

TGCAACCAGGCATCCCCATCCCTAGTCCCTAAACAGAAACGCGCAGTAAGAACCTACCATCAATTAATAACTTAAAGCATACGTT


image3.emf
Marker Maximal length

Number of 

polymorphic sites

MS-DL01 140 bp 24

MS-DL02 119 bp 17

MS-DL03 144 bp 29

MS-DL04 142 bp 24

MS-DL05 140 bp 24

MS-DL06 259 bp 39
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Pipeline Aquarium Sensitivity

Mean sensitivity

(± standard deviation)

Haplotype

precision

Mean haplotype 

precision

(± standard deviation)

Read

precision

Mean read precision

(± standard deviation)

Pipeline A1 Aquarium 2 1.000 0.050 0.890

Aquarium 3 1.000 0.122 0.903

Aquarium 4 1.000 0.108 0.964

Aquarium 5 1.000 0.145 0.951

1.000 (± 0.000) 0.106 (± 0.040) 0.927 (± 0.036)

Pipeline A2 Aquarium 2 1.000 0.688 0.998

Aquarium 3 1.000 1.000 1.000

Aquarium 4 1.000 0.833 0.999

Aquarium 5 1.000 0.900 0.999

1.000 (± 0.000) 0.855 (± 0.131) 0.999 (± 0.001)

Pipeline A3 Aquarium 2 1.000 0.262 0.975

Aquarium 3 1.000 0.450 0.950

Aquarium 4 1.000 0.333 0.992

Aquarium 5 1.000 0.391 0.990

1.000 (± 0.000) 0.359 (± 0.080) 0.977 (± 0.019)

Pipeline B1 Aquarium 2 1.000 0.061 0.802

Aquarium 3 1.000 0.136 0.843

Aquarium 4 1.000 0.123 0.910

Aquarium 5 1.000 0.148 0.903

1.000 (± 0.000) 0.117 (± 0.038) 0.865 (± 0.051)

Pipeline B2 Aquarium 2 1.000 1.000 1.000

Aquarium 3 1.000 1.000 1.000

Aquarium 4 1.000 0.909 1.000

Aquarium 5 1.000 0.900 0.999

1.000 (± 0.000) 0.952 (± 0.055) 1.000 (± 0.000)

Pipeline B3 Aquarium 2 1.000 0.367 0.941

Aquarium 3 1.000 0.450 0.910

Aquarium 4 1.000 0.400 0.968

Aquarium 5 1.000 0.563 0.978

1.000 (± 0.000) 0.445 (± 0.086) 0.949 (± 0.031)

Pipeline C1 Aquarium 2 0.909 0.076 0.927

Aquarium 3 1.000 0.158 0.961

Aquarium 4 0.800 0.108 0.966

Aquarium 5 0.889 0.136 0.954

0.899 (± 0.082) 0.119 (± 0.035) 0.952 (± 0.017)

Pipeline C2 Aquarium 2 0.909 0.909 1.000

Aquarium 3 1.000 0.818 0.999

Aquarium 4 0.800 0.421 0.996

Aquarium 5 0.889 0.727 0.999

0.899 (± 0.082) 0.719 (± 0.212) 0.998 (± 0.002)

Pipeline C3 Aquarium 2 0.909 0.313 0.995

Aquarium 3 1.000 0.643 0.998

Aquarium 4 0.800 0.242 0.992

Aquarium 5 0.889 0.364 0.992

0.899 (± 0.082) 0.390 (± 0.176) 0.994 (± 0.003)

Pipeline D1 Aquarium 2 0.909 0.400 0.960

Aquarium 3 1.000 0.500 0.977

Aquarium 4 0.500 0.083 0.969

Aquarium 5 0.556 0.116 0.959

0.741 (±0.250) 0.275 (± 0.207) 0.967 (± 0.008)

Pipeline D2 Aquarium 2 0.909 0.833 0.999

Aquarium 3 1.000 1.000 1.000

Aquarium 4 0.500 0.192 0.990

Aquarium 5 0.556 0.313 0.984

0.741 (±0.250) 0.585 (± 0.393) 0.993 (± 0.007)

Pipeline D3 Aquarium 2 0.909 0.714 0.980

Aquarium 3 1.000 0.818 0.995

Aquarium 4 0.500 0.132 0.987

Aquarium 5 0.556 0.172 0.973

0.741 (±0.250) 0.459 (± 0.358) 0.984 (± 0.010)


