Figure S1: Newly developed fusion primers for the BF2+BR2 primer set for Illumina sequencing, allowing flexible tagging of up to three 96 well PCR plates (288 wells in total). The bases highlighted in red are used for inline tagging and shifting to increase sequence diversity. Fusion primer names highlighted in bold are from a previous publication (Elbrecht & Leese 2017).
A) P5 Primers
P5_BF2_2
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGAGCHCCHGAYATRGCHTTYCC
P5_BF2_3
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTAGTGCHCCHGAYATRGCHTTYCC
P5_BF2_4
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCTTTGCHCCHGAYATRGCHTTYCC
P5_BF2_5
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTAGCTTGCHCCHGAYATRGCHTTYCC
P5_BF2_6
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGGTTTAGCHCCHGAYATRGCHTTYCC
P5_BF2_B
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTATGCHCCHGAYATRGCHTTYCC
P5_BF2_C
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCTAGCHCCHGAYATRGCHTTYCC
P5_BF2_D
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTAAGGGCHCCHGAYATRGCHTTYCC
P5_BF2_E
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCGCAGGCHCCHGAYATRGCHTTYCC
P5_BF2_F
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTCAAAAGCHCCHGAYATRGCHTTYCC
P5_BF2_W
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTCGGCHCCHGAYATRGCHTTYCC
P5_BF2_Y
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTCCAAGCHCCHGAYATRGCHTTYCC
P5_BR2_2
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTAATCDGGRTGNCCRAARAAYCA
P5_BR2_3
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTGGTCDGGRTGNCCRAARAAYCA
P5_BR2_4
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGTAATCDGGRTGNCCRAARAAYCA
P5_BR2_5
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCAGAGTCDGGRTGNCCRAARAAYCA
P5_BR2_6
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTCCGGTTCDGGRTGNCCRAARAAYCA
P5_BR2_B
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGCTCDGGRTGNCCRAARAAYCA
P5_BR2_C
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGACTCDGGRTGNCCRAARAAYCA
P5_BR2_D
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCGCGTCDGGRTGNCCRAARAAYCA
P5_BR2_E
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTGAAAATCDGGRTGNCCRAARAAYCA
P5_BR2_F
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTATATAATCDGGRTGNCCRAARAAYCA
P5_BR2_X
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTCCACTCDGGRTGNCCRAARAAYCA
P5_BR2_Z
AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCTTTTCAATCDGGRTGNCCRAARAAYCA
            flow cell bind P5        sequ primer 1 bind               N = shift (Lundberg et al. 2013)
B) P7 Primers
P7_BF2_2
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGAGCHCCHGAYATRGCHTTYCC
P7_BF2_3
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTAGTGCHCCHGAYATRGCHTTYCC
P7_BF2_4
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCTTTGCHCCHGAYATRGCHTTYCC
P7_BF2_5
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTAGCTTGCHCCHGAYATRGCHTTYCC
P7_BF2_6
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGGTTTAGCHCCHGAYATRGCHTTYCC
P7_BF2_B
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTATGCHCCHGAYATRGCHTTYCC
P7_BF2_C
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCTAGCHCCHGAYATRGCHTTYCC
P7_BF2_D
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTAAGGGCHCCHGAYATRGCHTTYCC
P7_BF2_E
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCGCAGGCHCCHGAYATRGCHTTYCC
P7_BF2_F
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTCAAAAGCHCCHGAYATRGCHTTYCC
P7_BF2_W
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTCGGCHCCHGAYATRGCHTTYCC
P7_BF2_Y
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTCCAAGCHCCHGAYATRGCHTTYCC
P7_BR2_2
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTAATCDGGRTGNCCRAARAAYCA
P7_BR2_3
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTGGTCDGGRTGNCCRAARAAYCA
P7_BR2_4
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGTAATCDGGRTGNCCRAARAAYCA
P7_BR2_5
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCAGAGTCDGGRTGNCCRAARAAYCA
P7_BR2_6
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTCCGGTTCDGGRTGNCCRAARAAYCA
P7_BR2_B
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGCTCDGGRTGNCCRAARAAYCA
P7_BR2_C
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGACTCDGGRTGNCCRAARAAYCA
P7_BR2_D
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCGCGTCDGGRTGNCCRAARAAYCA
P7_BR2_E
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTGAAAATCDGGRTGNCCRAARAAYCA
P7_BR2_F
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTATATAATCDGGRTGNCCRAARAAYCA
P7_BR2_X
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTCCACTCDGGRTGNCCRAARAAYCA
P7_BR2_Z
CAAGCAGAAGACGGCATACGAGATCGGTCTCGGCATTCCTGCTGAACCGCTCTTCCGATCTTTTCAATCDGGRTGNCCRAARAAYCA
       
flow cell bind P7       sequ primer 2 bind


  N = shift (Lundberg et al. 2013)
