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Supplementary Figure S1 Significant taxa in the equine faeces for each diet identified by linear discriminant analysis effect size (LEfSe). Each bar of the graph represents the effect size (LDA) for particular taxa (genus level or higher) in a certain group. The length of the bar represents a log10 transformed linear discriminant analysis (LDA) score.  Any taxa coloured according to a variable (HF, HFY, HS and HSY diets) can be interpreted as that taxa relative abundance (RA) was significantly higher compared to the other groups (LDA score > 2). HF: high fibre without yeast, HFY: high fibre with yeast, HS: high starch without yeast, HSY: high starch with yeast; c_: class, o_: order, f_: family, g_: genus.
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Supplementary Figure S2 Distribution of sequences by phyla.
[bookmark: _GoBack]Bacterial and Archaeal phyla relative abundance of sequences detected in equine faeces at level of 0.1 % or greater. HF: high fibre without yeast, HFY: high fibre with yeast, HS: high starch without yeast, HSY: high starch with yeast.

Bacteroidetes	



HF	HFY	HS	HSY	0.32412143854800002	0.31466021471	0.31728483302400001	0.33348280157999999	Firmicutes	
HF	HFY	HS	HSY	0.28567669401200002	0.31716603139900001	0.300133053298	0.27841958313800003	Verrucomicrobia	
HF	HFY	HS	HSY	0.19779596959099999	0.12989670250900001	0.13996987057499999	0.151083681602	Spirochaetes	
HF	HFY	HS	HSY	8.9838384597799997E-2	9.9239837521199997E-2	9.6453744735600005E-2	9.2035624983399997E-2	Fibrobacteres	
HF	HFY	HS	HSY	4.5378967731899998E-2	7.9704827312299997E-2	9.9460089508599997E-2	9.7367886268699994E-2	Cyanobacteria	HF	HFY	HS	HSY	1.4707030515799999E-2	9.33907735873E-3	7.8842326343499993E-3	8.5660767456899999E-3	Proteobacteria	HF	HFY	HS	HSY	6.5785478614700001E-3	7.6232080496899998E-3	7.7302866693799996E-3	8.0624497477399994E-3	Euryarchaeota	HF	HFY	HS	HSY	6.2604642286000003E-3	6.3325289971100001E-3	3.40440505383E-3	3.66675796747E-3	Lentisphaerae	HF	HFY	HS	HSY	5.5375468811900003E-3	2.65905784746E-3	3.33622898363E-3	3.8302158527599999E-3	Actinobacteria	HF	HFY	HS	HSY	3.4063865410100002E-3	5.1778244935499996E-3	4.4226476506699997E-3	4.2035183205399998E-3	Other	HF	HFY	HS	HSY	2.0698569491178001E-2	2.8200689801072397E-2	1.99206078666553E-2	1.9281403793996E-2	Diet
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