S4 Table. Overview of primers used in this study. When relevant, primer attachment sites are indicated in bold, linker sequences in blue, spacer sequences in orange, artificial ribosome binding sites in purple and restriction sites in red.
	Primer name
	Sequence

	SG1
	TCGAACGCGTGATTCCGGAAGCGAAAAAACCGCGCCGTATCGAAATCAACAGCGGTGGCGGTGGC

	SG2
	CCTGACGGCGAGCATGGAGATGTCAGGCCGCGCCAGGCGGCCTTAGGGAATTAGTTGATTATTCCGGGGATCCGTCGACC

	SG3
	CCATCGCAGCGCAGCGTATCGCTATCAGCGAACGTCCCGCGTTAAATAGCAGCGGTGGCGGTGGC

	SG4
	GTAAGACAAAAAAAGCCCCACCAGAATGGCGGGGCAAAGAGAATAGCTAGATTCCGGGGATCCGTCGACC

	SG5
	CTAACGTACCGGCATTTGTTTCTGGCAAGGCACTGAAAGACGCAGTTAAGGGCAGCGGCAGCGGCA

	SG6
	AAAAGGGGTGAAACCACCCCTTCGTTAAAACTGTTCACTGCCACGCAATCGTGTAGGCTGGAGCTGCTTC

	SG7
	AGAATTCGGCAGCGGCAGCGGCAGCGTGAGCAAGGGCGAGGA

	SG8
	AGGATCCTTACTTGTACAGCTCGTCCA  

	SG9
	AGAATTCGGCAGCGGCAGCGGCAGCGCTAGCAAAGGAGAAGAACT

	SG10
	AGGATCCTTATTTGTAGAGCTCATCCATG

	SG11
	GTCCATTGTGGAAGGTCTTACATTCTCGCTGATTTCAGGAGCTATTGATTATGGTGAGCAAGGGCGAGGAG

	SG12
	CCTGACGGCGAGCATGGAGATGTCAGGCCGCGCCAGGCGGCCTTAGGGAATTAGTTGATTGTGTAGGCTGGAGCTGCTTC

	SG13
	GCAAAGTGCGTCGGGTGAT

	SG14
	GCCGAATAAATACCTGTGACG

	SG15
	TGCCATGGCAGTGAGCAAGGGCGAGGAG

	SG16
	AGGATCCCTTGTACAGCTCGTCCATGC

	SG17
	AGGATCCGGCAGCGGCAGCAGCCCTTCAATCGCCAGAGA

	SG18
	TGAGTCGACTCAGCCAAACGTCTCTTCAGGC

	SG19
	AAAGAGGAGAATACTAGATGCGTAACTTTGATTTATCCCCGCT

	SG20
	TTATTTGTAGAGTTCATCCATGCCGT

	SG21
	CTCGGTACCCGGGGATCCTC

	SG22
	CTCGAATTCGCTAGCCCAAA

	SG23
	AAGATGACGATGTTGTCGACGCTGAATTTGAAGAAGTCAAAGACAAAAAAAGCGGTGGCGGTGGC

	SG24
	AGGAAATTCCCCTTCGCCCGTGTCAGTATAATTACCCGTTTATAGGGCGAATTCCGGGGATCCGTCGACC

	SG25
	CAAAGAGCTTCTTTGATGGTGTGAAGAAGTTTTTTGACGACCTGACCCGCAGCGGTGGCGGTGGC

	SG26
	ACGCACCCTATTTTTACCCAGGCCTGCCCACGGGCAGGCTTTTGGGGAGGATTCCGGGGATCCGTCGACC

	SG27
	GTAAAGTGATTCGCCTGGAAGTTAATGAAGACCGGATTGTCGCCGTCCAGAGCGGTGGCGGTGGC

	SG28
	TCCGTCTAACTTATAGACAAAAACGAGCCCCGAAGGGCTCGTTTTATCATATTCCGGGGATCCGTCGACC

	SG29
	CTGAAGCGGTGGAATACGGTCTGGTCGATTCGATTCTGACCCATCGTAATAGCGGTGGCGGTGGC

	SG30
	AGCGTTGTGCCGCCCTGGATAAGTATAGCGGCACAGTTGCGCCTCTGGCAATTCCGGGGATCCGTCGACC

	SG31
	AACCGTTGCTGATTTATGGCAAGCCGGAAGCGCAACAGGCATCTGGTGAAAGCGGTGGCGGTGGC

	SG32
	GGAGATAAAATCCCCCCTTTTTGGTTAACTAATTGTATGGGAATGGTTAAATTCCGGGGATCCGTCGACC

	SG33
	TGGAAGATCCGAACCTGTTTATTCGTCGTATGAACCAGCTGCTGGTTTCCAGCGGTGGCGGTGGC

	SG34
	GATGATGAAAAGAAAAATGCCGGATGACACGAAGGTCATCCGGCATTACAATTCCGGGGATCCGTCGACC

	SG35
	AACATCTGGATGCGTTGGTGGCAGATGAAGATCTGAGCCGTTTTATCCTAAGCGGTGGCGGTGGC

	SG36
	AATGGGGCCTTTCAGCCCCATCAAACAATGATGAAAATGATTGAACGCGAATTCCGGGGATCCGTCGACC

	SG37
	CTCTGGCGCTGCAAAATGAACCGTCTGGTATGCAGGTTGTGACTGCAAAAAGCGGTGGCGGTGGC

	SG38
	CGAATTAGCCTGCCAGCCCTGTTTTTATTAGTGCATTTTGCGCGAGGTCAATTCCGGGGATCCGTCGACC

	SG39
	GATGTTGTCGACGCTGAATTTGAAGAAGTCAAAGACAAAAAATAATCGCCAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG40
	CGGAGAGGAAATTCCCCTTCGCCCGTGTCAGTATAATTACCCGTTTATAGATTCCGGGGATCCGTCGACC

	SG41
	TTCTTTGATGGTGTGAAGAAGTTTTTTGACGACCTGACCCGCTAACCTCCAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG42
	CTTCAACGCACCCTATTTTTACCCAGGCCTGCCCACGGGCAGGCTTTTGGATTCCGGGGATCCGTCGACC

	SG43
	ATTCGCCTGGAAGTTAATGAAGACCGGATTGTCGCCGTCCAGTAAATGATAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG44
	TCTTTTCCGTCTAACTTATAGACAAAAACGAGCCCCGAAGGGCTCGTTTTATTCCGGGGATCCGTCGACC

	SG45
	GTGGAATACGGTCTGGTCGATTCGATTCTGACCCATCGTAATTGATGCCAAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG46
	CTTACAGCGTTGTGCCGCCCTGGATAAGTATAGCGGCACAGTTGCGCCTCATTCCGGGGATCCGTCGACC

	SG47
	CTGATTTATGGCAAGCCGGAAGCGCAACAGGCATCTGGTGAATAATTAACAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG48
	AAAGGGGAGATAAAATCCCCCCTTTTTGGTTAACTAATTGTATGGGAATGATTCCGGGGATCCGTCGACC

	SG49
	CCGAACCTGTTTATTCGTCGTATGAACCAGCTGCTGGTTTCCTGATGTAAAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG50
	GTGCAGATGATGAAAAGAAAAATGCCGGATGACACGAAGGTCATCCGGCAATTCCGGGGATCCGTCGACC

	SG51
	GATGCGTTGGTGGCAGATGAAGATCTGAGCCGTTTTATCCTATAATCGCGAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG52
	ATAAAAATGGGGCCTTTCAGCCCCATCAAACAATGATGAAAATGATTGAAATTCCGGGGATCCGTCGACC

	SG53
	CTGCAAAATGAACCGTCTGGTATGCAGGTTGTGACTGCAAAATAGTGACCAAAGAGGAGAATACTAGATGAGTAAAGGTGAAGAACTGTTCACCGG

	SG54
	AAGCCCGAATTAGCCTGCCAGCCCTGTTTTTATTAGTGCATTTTGCGCGAATTCCGGGGATCCGTCGACC

	SG55
	AATAAATTCATCTGTTGATCGTGGGT

	SG56
	TTACTTGTACAGCTCGTCCATGCC
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