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Evaluation of metabolomics profiles of grain from maize hybrids derived from near-isogenic GM positive and negative segregant inbreds demonstrates that observed differences cannot be attributed unequivocally to the GM trait
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Supporting Table S1. Genetic similarity of inbred variants used in hybrid formation relative to the recurrent parent 

	Entry
	% Similarity

	NEG A1
	99.91

	NEG A2
	99.91

	NEG B1
	97.61

	NEG B2
	94.05

	POS A1
	99.84

	POS A2
	99.75

	POS B1
	98.32

	POS B1
	96.9





Supporting Fig. S1.[image: ] Schematic of breeding, including marker-assisted backcrossing, and testing used to develop the positive (POS) and negative (NEG) segregants during the inbred conversions.
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Supporting Fig. S2. Schematic of “Comparison 1”.  The combined-site mean of the control hybrid (i.e the hybrid derived from the recurrent parent [RP]) was compared to the combined-site mean of all the hybrids derived from each of the the negative and positive segregant inbreds. 
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Supporting Fig. S3. Schematic of “Comparison 2”.  The combined-site mean for each trait-positive hybrid wascompared to the paired negative segregant-derived hybrids i.e. POS A1 was compared to NEG A1, POS A2 was compared to NEG A2, and so on.
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Supporting Fig. S4. Schematic of “Comparison 3”.  The combined-site means for each trait-positive hybrid were compared to each other, i.e. POS A1 was compared to each of POS A2, POS B1 to POS B2, POS A2 was further compared to POS B1 and POS B2, and finally POS B1 was compared to POS B2.  This pairwise scheme was replicated for the hybrids generated from the negative segregant inbreds, i.e. NEG A1 was compared to each of NEG A2, NEG B1 to NEG B2, NEG A2 was further compared to NEG B1 and NEG B2, and finally NEG B1 was compared to NEG B2.
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Supporting Fig. S5. Schematic of “Comparison 4”.  In addition to the paired POS-NEG comparisons of the combined-site means, i.e. POS A1 to NEG A1 and so on, all  remaining possible comparisons between POS and NEG variants were made. In other words, POS A1 was compared to NEG A2, NEG B1, and NEG B2. POS A2 was compared to NEG A1, NEG B1, and NEG B2  Analogous comparisons were made for POS B1 and POS B2 as shown.  
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