
Gene name Length Tm
/℃

Amplicon
/bp

Forward AGAGGTCGAGTCTTCGGACA 20

Reverse GCTTGATCTTCTTGGGCTTG 19

Forward ATGGCTCTGCGAGTTTC 17

Reverse CAGCAAGGACAACGACC 17

Forward ATGGCTCTGCGAGTTTCT 18

Reverse TCAGCAAGGACAACGACA 18

Forward TGGGGACACAACTAACGGGTA 21

Reverse CCATCAACACCAACAGTGACATTC 24

Forward GGGGACATAACTAACGGGTGC 21

Reverse TGGCGGTTCTCATCTTCG 18

Forward CTCCCTTGCTGCTACTATTC 20

Reverse ATTCACAGTTGTAAGACCATCAT 24

Forward GGAAGTTGAAGGCGTTG 17

Reverse TATTGTTAGGATTGAAATGTGG 22

Forward CTTACTCCAGGGCTTCACGG 20

Reverse TAGCAACTATGTTTCCCAGGTCAC 24

Forward TACTCCAGGGCTTCACGG 18

Reverse CAACTATGTTTCCCAGGTCAG 21

Forward CCACTTAGCGGAGAGCA 17

Reverse GCACCTTCATTCCCTGTC 18

Forward CCACTTAGCCGACAGCATT 19

Reverse CACATCCGACTCTTACACCG 20

Forward ACCTTGCCCCTATTCGTG 18

Reverse TGATTCCAATGAACCAAAGTGTG 23

Forward AAGAACCGTGCCCCTAT 17

Reverse GATTCCAATGAACCAAAGTGA 21

Forward AGCCTCGACATGGTTCTTTGGGTT 23

Reverse AGCCTTGTAAAGCAGCACCCTCA 22

Forward CTCCATAACGCTATCCAGAAAGG 23

Reverse GCTCACCTCCTCCTTCACTAATA 23

Forward GCCATCAGAGAAGGATAAAA 20

Reverse TGCTCCCAGACATCAATAGTA 21

Forward GCCATCAGAGAAGGCTAAAG 20

Reverse CTCCCAGACATCAATCGTG 19

Forward AGGTGTGGAACCGTGACTT 19

Reverse TGTGAATGACCCAAAATCC 19

Forward GCTCTGGCTGGGTTTGG 17

Reverse CTCGCTTTGTCGTTCTGC 18
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Additional file 4: Table S8. Gene-specific primers used for quantitative real-time PCR.
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