Table S2. Number of mutations in evolved clones relative to the immediate ancestor CBM124GenR
	Clone
	SNPs
	Indels
	Large deletions
	Total (chrom1/chrom2/pRalta)

	CBM212
	38
	1
	2
	41 (17/19/5)

	CBM349
	27
	1
	2
	30 (13/12/5)

	CBM356
	21
	1
	1
	23 (5/13/5)


Mutations were identified by analysis of the Illumina resequencing data (SNiPer Score>0.4). The number of mutations seems high as compared to other lab-evolution resequencing studies[1] for an estimated maximum 25 generations in the plant environment.
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