Supplemental Figure 1: Metabolites produced by growth if B. infantis on lactose or HMO in the differing concentrations of tryptophan.
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Supplemental Table 1: Composition of milk oligosaccharide




Supplemental Table 2: Primer sequences
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[bookmark: _GoBack]Supplemental Table 3: Summary of statistics from TukeyHSD posthoc comparisons of ILA dose responses
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HMO	
composition	



Trivial	
name	



Retention	
Time	



Average	
Area	



2_0_0_1_0	 6'SL	 17.7	 0.37063	
2_0_0_1_0	 3'SL	 24.8	 0.18774	
2_0_1_0_0	 3-FL	 2.01	 0.02427	
2_0_1_0_0	 2-FL	 12.76	 0.16370	
2_0_2_0_0	 	 11.33	 0.14982	
2_0_2_0_0	 	 12	 0.05976	
2_1_0_0_0	 	 8.47	 0.01912	
2_1_0_0_0	 	 13.93	 0.30887	
2_1_0_0_0	 	 14.47	 0.24392	
2_1_1_0_0	 	 3.7	 0.02068	
2_1_1_0_0	 	 8.46	 0.07219	
2_2_0_0_0	 	 16.52	 0.03886	
3_1_0_0_0	 	 13.94	 0.04506	
3_1_0_0_0	 LNT	 17.93	 1.03223	
3_1_0_0_0	 LNnT	 18.46	 0.99213	
3_1_1_0_0	 LNFP	II	 13.1	 0.05525	
3_1_1_0_0	 LNFP	II	 14.14	 0.46981	
3_1_1_0_0	 LNFP	I	 16.41	 0.01758	
3_1_1_0_0	 LNFP	I	 17.01	 0.35976	
3_1_1_0_0	 LNFP	I	 17.84	 0.16218	
3_1_2_0_0	 	 10.33	 0.01881	
3_1_2_0_0	 	 13.11	 0.08834	
3_2_0_0_0	 	 19.9	 0.06013	
3_2_1_0_0	 	 15.27	 0.01618	
3_2_1_0_0	 	 16.25	 0.03872	
3_2_1_0_0	 	 16.92	 0.13325	
4_2_1_0_0	 	 20.4	 0.17027	
4_2_2_0_0	 	 17.19	 0.08766	
4_2_2_0_0	 	 19.25	 0.01704	
4_2_3_0_0	 	 16.49	 0.02993	
1_0_1_1_0	 	 10.29	 0.07903	
1_0_1_1_0	 	 20.62	 0.03771	
3_2_2_0_0	 	 15.69	 0.01637	
4_0_2_0_0	 LNH	 12.43	 0.03901	
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Gene Accession Number Forward sequence Reverse sequence
GPX2 NM_002083.3 GGATACCAGCCCACCTTCAC AGACAGGATGCTCGTTCTGC
HMOX1 NC_000022.11 GGCTACACATGGAGGGACTT GCAGCAGGAAACAACACCC
NQO1 NM_000903.2 TTTGGAGTCCCTGCCATTCT GTGGATCCCTTGCAGAGAGT
SOD2 NM_000636 CCGCGCTTTCTTAAGGCCC GCTCAACATGCTGCTAGTGC
hBD2 NM_004942 GCATTGCACCCAATACCAGT GGGGAGGACATCAAGCCTTC
TPH1 NM_004179 TGCGGACTTGGCTATGAACT GCAAGCATGGGTTGGGTAGA
SERT NM_001045 TGACACACGGCACTCTATCC AGCCAATCACTGAGAGAAGGA
RPL13A NM_001270491.1 GACAAGAAAAAGCGGATGGT CGGTAGTGGATCTTGGCTTT
CYP1A1 NM_000499.4 CACCCTCATCAGTAATGGTCAGA AACGTGCTTATCAGGACCTCA
IL-8 NM_000584.3 TGTTAAATCTGGCAACCCTAGTC TGAGGTAAGATGGTGGCTAATACT
AhR NM_001621.4 ACATCACCTACGCCAGTCGC TCTATGCCGCTTGGAAGGAT










Gene Accession NumberForward sequence Reverse sequence

GPX2 NM_002083.3 GGATACCAGCCCACCTTCAC  AGACAGGATGCTCGTTCTGC

HMOX1 NC_000022.11  GGCTACACATGGAGGGACTT GCAGCAGGAAACAACACCC

NQO1 NM_000903.2 TTTGGAGTCCCTGCCATTCT GTGGATCCCTTGCAGAGAGT

SOD2 NM_000636 CCGCGCTTTCTTAAGGCCC GCTCAACATGCTGCTAGTGC

hBD2 NM_004942 GCATTGCACCCAATACCAGT GGGGAGGACATCAAGCCTTC

TPH1 NM_004179 TGCGGACTTGGCTATGAACT GCAAGCATGGGTTGGGTAGA

SERT NM_001045 TGACACACGGCACTCTATCC AGCCAATCACTGAGAGAAGGA

RPL13A NM_001270491.1 GACAAGAAAAAGCGGATGGT CGGTAGTGGATCTTGGCTTT

CYP1A1NM_000499.4 CACCCTCATCAGTAATGGTCAGA AACGTGCTTATCAGGACCTCA

IL-8 NM_000584.3 TGTTAAATCTGGCAACCCTAGTC TGAGGTAAGATGGTGGCTAATACT

AhR NM_001621.4 ACATCACCTACGCCAGTCGC TCTATGCCGCTTGGAAGGAT






