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Fig. S1 Inverse Simpson Index of negative controls (medium bacterial communities of experimental units). Colours indicate spore exposure treatment, circles represent individual data points and crosses represent mean values.
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Fig. S2 PCOAs of beta diversity indices (A) Bray-Curtis dissimilarity and (B) Jaccard dissimilarity in medium bacterial communities of experimental negative controls. Colours indicate parasite exposure group.
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Fig. S3 Dominant bacterial orders in Daphnia guts, bodies and whole individuals for each genotype and parasite exposure group, 24 hours post exposure. Empty spaces correspond to samples excluded from analyses. “Other” was defined as all orders comprising <1% and not present in every sample. 
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Fig. S4 Dominant bacterial orders in Daphnia bodies 10 days after exposure to parasite spores with host genotype and Metschnikowia infection status indicated. Bacterial orders constituting <1% of, and not present in every body sample are classified as “Other”. Order colours visualised here are consistent with those reported in Fig 6 for gut samples.
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Fig. S5 Raw counts of ZOTUs identified as indicative of (A) Metschnikowia exposure at the 24-hour timepoint and (B) Metschnikowia infection status at the 10-day timepoint, for pooled gut and body samples. Lowest assigned taxonomic classification is presented for each ZOTU, and sample ID is indicated for each column. *ZOTU4220 (Family: Saccharimonadales) was enriched in uninfected Daphnia at both timepoints.
Table S1 Two-way ANOVA on alpha diversity Daphnia gut and body bacterial communities (Inverse Simpson Index), 24 hours after parasite exposure. 

	
	Inverse Simpson Index

	gut
	
	Df
	Sums Sq
	Mean Sq
	F value
	p value

	
	parasite exposure
	1
	14.65
	14.65
	0.777
	0.407

	
	host genotype
	1
	15.34
	15.34
	0.814
	0.397

	
	parasite exposure × host genotype
	1
	15.45
	15.45
	0.82
	0.395

	
	Residuals
	7
	131.9
	18.84
	
	

	
	
	
	
	
	
	

	body
	
	Df
	Sums Sq
	Mean Sq
	F value
	p value

	
	parasite exposure
	1
	2.68
	2.684
	0.212
	0.651

	
	host genotype
	2
	32.77
	16.384
	1.291
	0.299

	
	parasite exposure × host genotype
	2
	39.89
	19.947
	1.572
	0.235

	
	Residuals
	18
	228.41
	12.689
	
	




Table S2 One-way ANOVA of experimental negative control medium bacterial communities (see Methods) by spore exposure.

	
	Inverse Simpson Index

	
	Df
	Sums Sq
	Mean Sq
	F value
	p value

	infection
	1
	0.7
	0.68
	0.02
	0.88

	Residuals
	6
	175.3
	29.21
	
	





Table S3 One-way PERMANOVA (9999 permutations) on (A) Bray-Curtis Dissimilarity and (B) Jaccard dissimilarity of experimental negative control medium bacterial communities (see Methods) by spore exposure.

	(A)
	Bray-Curtis dissimilarity

	
	Df
	Sums Sq
	R2
	F value
	p value

	infection
	1
	0.114
	0.062
	0.39
	0.6

	Residuals
	6
	1.733
	0.938
	
	

	Total
	7
	1.847
	1
	
	

	
	
	
	
	
	

	(B)
	Jaccard dissimilarity

	
	Df
	Sums Sq
	R2
	F value
	p value

	infection
	1
	0.144
	0.065
	0.42
	0.92

	Residuals
	6
	2.071
	0.935
	
	

	Total
	7
	2.216
	
	
	





Table S4 Two-way PERMANOVA (9999 permutations) on beta diversity indices (A) Bray-Curtis dissimilarity and (B) Jaccard dissimilarity, separately for Daphnia gut and body bacterial communities, 24 hours after parasite exposure. 

	(A)
	Bray-Curtis dissimilarity

	gut
	
	Df
	Sums Sq
	R2
	F value
	p value

	
	parasite exposure
	1
	0.24
	0.044
	0.84
	0.51

	
	host genotype
	2
	0.41
	0.074
	0.72
	0.76

	
	parasite exposure × host genotype
	2
	0.88
	0.158
	1.52
	0.12

	
	Residuals
	14
	4.05
	0.724
	
	

	
	Total
	19
	5.59
	1
	
	

	
	
	
	
	
	
	

	
	
	Df
	Sums Sq
	R2
	F value
	p value

	body
	parasite exposure
	1
	0.09
	0.019
	0.47
	0.86

	
	host genotype
	2
	0.62
	0.13
	1.61
	0.11

	
	parasite exposure × host genotype
	2
	0.59
	0.123
	1.52
	0.13

	
	Residuals
	18
	3.47
	0.728
	
	

	
	Total
	23
	4.77
	1
	
	

	
	
	
	
	
	
	

	(B)
	Jaccard dissimilarity

	gut
	
	Df
	Sums Sq
	R2
	F value
	p value

	
	parasite exposure
	1
	0.32
	0.047
	0.09
	0.53

	
	host genotype
	2
	0.6
	0.088
	0.84
	0.71

	
	parasite exposure × host genotype
	2
	0.94
	0.137
	1.31
	0.12

	
	Residuals
	14
	5.03
	0.729
	
	

	
	Total
	19
	6.9
	
	
	

	
	
	
	
	
	
	

	body
	
	Df
	Sums Sq
	R2
	F value
	p value

	
	parasite exposure
	1
	0.16
	0.024
	0.59
	0.885

	
	host genotype
	2
	0.81
	0.121
	1.47
	0.094

	
	parasite exposure × host genotype
	2
	0.76
	0.114
	1.38
	0.12

	
	Residuals
	18
	4.93
	0.741
	
	

	
	Total
	23
	6.66
	1
	
	





Table S5 Wald test for differential abundance of dominant bacterial orders across Metschnikowia infection status in Daphnia guts, 10 days post spore exposure. Positive Log2FoldChange values indicate an increase in uninfected Daphnia whereas negative values indicate an increase in infected Daphnia. “Other” was defined as all bacterial orders comprising <1% of the dataset and not present in every gut sample. p-values were adjusted for multiple comparisons using the ‘fdr’ method, significant p-adj < 0.05 are highlighted in bold. NAs indicate overdispersion of relative abundances that cannot yield a valid p-value.

	Order
	log2FoldChange
	p value
	p-adj

	0319-6G20
	-0.3618
	0.613
	0.848

	Alteromonadales
	-0.0995
	0.775
	0.938

	Bacillales
	0.5726
	0.376
	0.848

	Bacteroidales
	0.1085
	0.841
	0.938

	Burkholderiales
	-1.2002
	0.008
	0.972

	Candidatus Nomurabacteria
	0.2753
	0.557
	0.848

	Candidatus Yonathbacteria
	-0.914
	0.107
	0.505

	Caulobacterales
	-0.6076
	0.263
	0.848

	Chitinophagales
	-1.0426
	0.090
	0.497

	Chlamydiales
	-1.0744
	0.055
	0.362

	Corynebacteriales
	0.3454
	0.582
	0.848

	Cytophagales
	-1.0252
	0.041
	0.340

	Enterobacterales
	-0.0315
	0.951
	0.976

	Flavobacteriales
	-0.2652
	0.394
	0.848

	Frankiales
	4.748
	NA
	NA

	Gemmatales
	-0.1115
	0.881
	0.938

	Gracilibacteria
	-0.1902
	0.591
	0.848

	Lachnospirales
	0.4771
	0.514
	0.848

	Lactobacillales
	4.5884
	NA
	NA

	Micrococcales
	0.4876
	0.366
	0.848

	Microtrichales
	-0.1768
	0.769
	0.938

	Other
	0.5031
	0.23
	0.848

	Parcubacteria
	-0.0974
	0.803
	0.938

	Peptostreptococcales-Tissierellales
	-0.425
	0.617
	0.848

	Planctomycetales
	0.0152
	0.976
	0.976

	Pseudomonadales
	-5.675
	0.000
	0.000*

	Rhizobiales
	0.2237
	0.653
	0.626

	Rhodobacterales
	-0.3892
	0.551
	0.861

	Rickettsiales
	-0.1271
	0.872
	0.848

	Saccharimonadales
	2.5566
	0.0006
	0.001*

	SBR1031
	-0.3382
	0.481
	0.848

	Sphingobacteriales
	-0.678
	0.245
	0.848

	Sphingomonadales
	0.3708
	0.449
	0.848

	Staphylococcales
	0.4346
	0.449
	0.848

	Verrucomicrobiales
	0.7004
	0.344
	0.848





Table S6 Wald test for differential abundance of dominant bacterial orders across Metschnikowia infection status in Daphnia bodies, 10 days post spore exposure. Positive Log2FoldChange values indicate an increase in uninfected Daphnia whereas negative values indicate an increase in infected Daphnia. “Other” was defined as all bacterial orders comprising <1% of the dataset and not present in every body sample. p-values were adjusted for multiple comparisons using the ‘fdr’ method. NA values indicate overdispersion of relative abundances that cannot yield a valid p-value.

	Order
	log2FoldChange
	p value
	p-adj

	Alteromonadales
	-0.7392
	0.470
	0.4697

	Burkholderiales
	2.3187
	0.016
	0.1263

	Chitinophagales
	2.4479
	0.036
	0.1440

	Cytophagales
	1.5713
	0.321
	0.4279

	Flavobacteriales
	0.5224
	0.176
	0.3519

	Other
	0.3940
	0.395
	0.4512

	Pseudomonadales
	-3.9311
	NA
	NA

	Rhodobacterales
	-1.3802
	0.115
	0.3059

	Sphingobacteriales
	1.2520
	0.304
	0.4279





Table S6 Number of Daphnia individuals of each genotype in the experiment. All Daphnia were assessed for infection status, regardless of treatment. As successful infection can only be determined 10 days post parasite exposure (Stewart Merrill & Cáceres 2018), infection prevalence (proportion of successful infections, indicated in brackets) was calculated with individuals that survived at least 10 days after parasite exposure.

	1. Host genotype
	
	2. Exposure group
	
	3. Survived at least 10 days after parasite/placebo exposure
	
	4. Successfully infected hosts among those that survived at least 10 days (% proportion in brackets)

	
	
	Parasite-exposed
	Placebo
	
	Parasite-exposed
	Placebo 
	
	Parasite-exposed
	Placebo

	E-17-07
	
	10
	10
	
	6
	8
	
	3 (50%)
	0

	NO-V-7
	
	12
	10
	
	7
	8
	
	3 (42.9%)
	0

	GB-LK-1
	
	10
	10
	
	0
	9
	
	 -
	0
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