
	primers
	sequence


	β-actinF
	5'-AGTCCAACAGGGAGAAGATG-3'

	β-actinR
	5'-CACCAGAGTCAAGCACGATA-3'

	MAP00_009232F
	5'-CTTGAAATCCTTAAGAAATACCTTG-3'

	MAP00_009232R
	5'-GGCTGCTGGTGTTATTCC-3'

	MAP00_006112F
	5'-CACCGCACAGCATCTCA-3'

	MAP00_006112R
	5'-CTCGTCCTCGCACTTCC-3'

	MAP00_002839F
	5'-CGGAAGGGTCTTGGTTT-3'

	MAP00_002839R
	5'-ATAGCGGGAGGGTGAAT-3'

	MAP00_006831F
	5'-CGCCATCATCAGAAACC-3'

	MAP00_006831R
	5'-CGAGCGGAGACCAAAG-3'

	MAP00_002151F
	5'-CGTCCCTTGACTGTTGC-3'

	MAP00_002151R
	5'-TATTCTGCGGCTCTGG-3'

	MAP00_001706F
	5'-TTCTACTATCGCCCTCACTCT-3'

	MAP00_001706R
	5'-GACGCCTCCGACATTCA-3'






























Table S1 Primers for RT-qPCR analyzing the expression levels of genes




	Sample name
	Clean read
	Clean base
	Q20
	Q30

	[bookmark: _Hlk205544751]Wild-type strain1
	41840654
	6.28G
	98.22%
	94.61%

	Wild-type strain2
	43756522
	6.56G
	98.27%
	94.77%

	Wild-type strain3
	41063202
	6.16G
	98.16%
	94.47%

	ACS transformant1
	44187346
	6.63G
	98.05%
	94.27%

	ACS transformant2
	40891830
	6.13G
	97.87%
	93.83%

	ACS transformant3
	40641886
	6.1G
	97.93%
	94.01%


Table S2 Quality parameters of filter reads of different nutritional ingredient samples




	Sample name
	Total mapping genome ratio
	Uniquely mapping genome ratio

	Wild-type strain1
	89.63%
	85.36%

	Wild-type strain2
	91.02%
	86.24%

	Wild-type strain3
	88.21%
	84.29%

	ACS transformant1
	87.34%
	83.01%

	ACS transformant2
	86.75%
	76.71%

	ACS transformant3
	88.35%
	82.52%


Table S3 Genome mapping ratio of different nutritional ingredient samples
