[image: C:\Users\Elaine.Scott\Documents\LaTex\____TEST____Frontiers_LaTeX_Templates_V2.5\Frontiers LaTeX (Science, Health and Engineering) V2.5 - with Supplementary material (V1.2)\logo1.jpg]		
		Supplementary Material
Supplementary Material
[bookmark: _GoBack]Supplementary Tables
Table S1 Primers for qRT-PCR
	[bookmark: _Hlk73971165]Gene
	GeneID*
	Annotation
	Paired primer sequences (5’-3’)*

	16S rRNA
	
	
	CTTGACATCCTCTGAAAACCCTA/GACTTAACCCAACATCTCACGAC

	glk1
	BSP001728
	Gluconokinase
	GAGATTGAACTTGCGAAGCGTTTAGG/ACCGTCAGATCCAGGATTCACATTTG

	pfkA
	BSP003489
	6-phosphofructokinase
	ATGGATGATGTTATCGCTCGTCTGAAG/GCTTCTTCAATGTGCTTACCGATGTC

	pyk1
	BSP001762
	Pyruvate kinase
	CAACAAGGGCTGAGGTGACTGATG/GCTCCGCAAATTCTGAAACGAGAC

	pyk2
	BSP003488
	Pyruvate kinase
	TGTTGTAGGCGTATCAATCGGTATTCC/GCGTGCTGCATCAACTGTTACTTC

	gapB
	BSP003476
	Glyceraldehyde-3-phosphate dehydrogenase 2
	AGGTGTTAGATGAGCAGTTCGGAATTG/CTGTCGTTGTCGGAATGATTGATTGTC

	icd1
	BSP003485
	Isocitrate dehydrogenase [NADP]
	GCATTCAACCAAACAGGCGAGTG/AGAACGAATACCACCGCCAACTG

	citZ  
	BSP003486
	Citrate synthase 2
	ATGTCTGTTTTACGAACCGCAATTTCC/TCCCACTTGAGCCTGTAATTTAACCG

	pckA
	BSP003631
	Phosphoenolpyruvate carboxykinase
	CAACTTGCTTCGGTTCACCATTCTTAC/CGCCAGTCCAGCCAGTGTTTAC

	katE
	BSP003643
	Catalase
	GGCACTACACCCTGGAAGTATCATTC/ATGGGCATATTGGACGGTTAATCGG

	prs2
	BSP003761
	Ribose-phosphate pyrophosphokinase
	CGCCCGAACGTATCAGAGGTAATG/CTCAACAAGAGCGTTTGCTGCTAATG

	gapA
	BSP004130
	Glyceraldehyde-3-phosphate dehydrogenase 1
	AAGTTATCATCTCAGCTCCAGCTTCTG/AGCGTTAGATACTACGTTGTGGTTAGC

	purA
	BSP003818
	Adenylosuccinate synthetase
	TGGAACTGGAGTTGGCCCTG/AGGGAATGGACCGTCACCAA

	[bookmark: _Hlk73973193]cat1
	BSP001199
	Catalase
	AGGTCGTTTATTCTCTTGCCCAGATAC/GCATCGCACCATCACGTTGTTG

	cat2
	BSP001992
	Catalase-2
	AGCAAGATTGGACACCGACTAAGC/CACCAGCCTGCGTAAAGTCATTTTG

	aceA
	BSP001216
	Isocitrate lyase
	TGGCAGCATACTCTGAACTACAACAAG/TCGTTGATGAAGTTCCGCCTGTAATC

	mls1
	BSP001217
	Malate synthase
	TGCTGGCTTAAACTGTGGAAGATGG/CATCGTGACTTGTGCTCTATCTGGTAG

	kgtP
	BSP002452
	Alpha-ketoglutarate permease
	GCTGAGTTCATCGCATTATGGCTAAAG/CACCAAGCTCCGCCTCAATCTG

	sodA
	BSP003214
	Superoxide dismutas
	CGGTTCTGGTTGGGCTTGGTTAG/TAAGTAGTAAGCGTGCTCCCAAACATC

	sdhA
	BSP003419
	Succinate dehydrogenase flavoprotein subunit
	TGTATGTGCTCAGGGCGGAATTAAC/TAACTGGTGGTTGGTTCGCTAAGAAG

	sdhB
	BSP003418
	Succinate dehydrogenase iron-sulfur subunit
	GCTCGCTTATTCAACTCACATCCAAC/ACAGTTCGCTAGTCCTCCATCTCC

	sdhC
	BSP003420
	Succinate dehydrogenase cytochrome b558 subunit
	ACAATGCGGTTTCTTACGGTTATTTCC/TGCTTGAATACGAGTTTCCCAGACG

	citB
	BSP002558
	Aconitate hydratase
	CCAAGTGGTACTACGGCAACAGAC/GCACGGTCAGCTAAAGGCATACTC

	pdhA
	BSP002903
	Pyruvate dehydrogenase E1 component subunit alpha
	ACTGCTGGTGTTGCGTTAGGTATG/CGAAGATTGCTGGAGCTTTGAATGC

	pdhB
	BSP002902
	Pyruvate dehydrogenase E1 component subunit beta
	ATCGTTCATTCCGCCAAGATGTACC/ACCATAGCACCGTAAGCGATAACAG

	pdhC
	BSP002901
	Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex
	GAAGAAGCAGCAGTAGAAGCTCCAG/ACGAACAGATGGCATAGCGATTACG

	pdhD
	BSP002900
	Dihydrolipoyl dehydrogenase
	GTAGGTCGTCGTCCAAACACTCAAG/GTCCAGGAACGATATCACCGATTGC

	mqo
	BSP002028
	malate:quinone oxidoreductase
	ATACTGATGCTGGCGGTAAAGGAAC/AGCATGACGTGAACAGCAGTAGAAG

	fumA
	BSP004654
	fumarate hydratase
	GCGATGGCACTTGGCACAATTAC/TGGCATCCCTGTATCTTGGCAAATC

	fumC
	BSP000706
	fumarate hydratase
	TCCAACGCAAAGTGAAGCATTAACG/TTACCTTGGCTCGCAGCAAATCC

	purB
	BSP004500
	Nicotinate phosphoribosyltransferase
	GGGTGCGATTTGGACGGAAGAG/AGCTCAGCCCATGCTTCACAAG

	purC
	BSP004785
	Phosphoribosylaminoimidazole-succinocarboxamide synthase
	AAGAGGGAACTGTACTTGCAGAACC/ACACTTACTTGCTCTGGCGATGC

	sucC
	BSP002789
	Succinyl-CoA ligase [ADP-forming] subunit beta
	TGCAGGTTTAGCGATGGCTACAATG/TTGCACCGCCACCAACATCTAAG

	sucD
	BSP002788
	Succinyl-CoA ligase [ADP-forming] subunit alpha
	AAATCGGCGGTACAGCAGAAGAAG/TGACCACCAATGAAGCCTACAACAG

	Prs1
	BSP001502
	ribose-phosphate pyrophosphokinase
	CGCCCGAACGTATCAGAGGTAATG/TCAACAAGAGCGTTTGCTGCTAATG

	purD
	BSP004777
	Phosphoribosylamine--glycine ligase
	GCACGCTTTGGTGATCCTGAAAC/ACTGCTTCCTCTGACCATTGTAACG

	purE
	BSP004788
	N5-carboxyaminoimidazole ribonucleotide mutase
	GGCTCGTGAACGTGGATTGAAGG/TGTCTTCGCTGCAACCATTCCTG

	purF
	BSP004781
	Amidophosphoribosyltransferase
	GGAGGCAACAGGCATTCCGTATG/CAACTCGTTTCCCTTCCACTACACC

	purK
	BSP004787
	N5-carboxyaminoimidazole ribonucleotide synthase
	ATGGAATTGAGAAGGCTGGGTTACC/CCTTTCCCATCATATCCACCTGTCG

	purl
	BSP004782
	Phosphoribosylformylglycinamidine synthase 2
	GCTGGTCTTGTTCAATCTGCACATG/GCGAATAATGCTGCTGTTGCTTCTC

	purM
	BSP004780
	Phosphoribosylformylglycinamidine cyclo-ligase
	AGCAGAGCCGCTTTTCTTCCTTG/TCTCCACCGATTAATGCACAACCAG

	purN
	BSP004779
	Phosphoribosylglycinamide formyltransferase
	GTTACTAGAAGCATACGGCGGGAAG/GCTTGACCGACAGCATCTTTACCC

	purQ
	BSP004783
	Phosphoribosylformylglycinamidine synthase
	TACTTACGCTGCGGTGCTATTTCTC/CCTAAAATCGGCTTTCCTTGCTCAG

	ribBA
	BSP003021
	Riboflavin biosynthesis protein RibBA
	ATAAATGAGGACGGCACGATGGC/GATGGCGGCGGTAAGCAATTAAATC

	ribC
	BSP002764
	Riboflavin biosynthesis protein RibC
	GCAAGAGGGGAGTTTACACAGACTG/TTCCCGCTACAGTATAGGCTCTACC

	ribD
	BSP003019
	Riboflavin biosynthesis protein RibD
	CGCAGAAGTTCATGCCCTTCAAATG/TTTCCAAAGTGGCTACACGGTTCC

	ribE
	BSP003020
	Riboflavin synthase
	AGTTGATGCAATGCCTGAAACGATG/CCTGAAACGAAATGTCCACCGAATC

	ribH
	BSP003022
	6,7-dimethyl-8-ribityllumazine synthase
	TCCGAGGTGCTACAACTCACTACG/ACGCCGAAAATAACTGGGATGTCC


* Gene accession codes in the Bt genome under the Bio Project accession number SRP116079. 
Data accessibility NCBI gene bank https ://www.ncbi.nlm.nih.gov/biopr oject /PRJNA 399840.
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