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Appendix 3: Gut microbiota community composition in mice 

with human-derived gut microbiota 

 
Figure A3.1. The relative abundance of species cultured from stool of Donor 2- and Donor 7-derived mice under 
anaerobic vegetative conditions. One faecal pellet was collected from each of five mice housed together in a 
single cage, of both Donor 2 and Donor 7 mouse lines. The stools were weighed and homogenised 100mg/ml, 
then pooled per mouse cage in equal volumes. The pooled samples were diluted and plated on YCFA agar and 
cultured at 37°C for 48 hours. The total growth was collected from each plate and total DNA extracted for 
metagenomic sequencing. Sequences reads were taxonomically classified using Kraken and a database of all 
publicly available gut bacterial genomes (as of December 2017) plus the HBC reference genomes. Classified read 
counts per species were normalised against the total number of classified reads per sample. The relative 
abundance of the top 25 most abundant species is shown. 
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[Ruminococcus] torques 33039
Alistipes onderdonkii 328813
Anaerostipes caccae 105841
Bacteroides acidifaciens 85831
Bacteroides cellulosilyticus 246787
Bacteroides clarus 626929
Bacteroides faecis 674529
Bacteroides finegoldii 338188
Bacteroides fragilis 817
Bacteroides intestinalis 329854
Bacteroides ovatus 28116
Bacteroides salyersiae 291644
Bacteroides stercoris 46506
Bacteroides thetaiotaomicron 818
Bacteroides uniformis 820
Bacteroides vulgatus 821
Bacteroides xylanisolvens 371601
Blautia luti 89014
Blautia producta 33035
Blautia wexlerae 418240
Eisenbergiella tayi 1432052
Erysipelatoclostridium ramosum 1547
Parabacteroides distasonis 823
Parabacteroides goldsteinii 328812
Parabacteroides merdae 46503
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Figure A3.2. The relative abundance of amoxicillin-resistant species cultured from stool of Donor 2- and Donor 
7-derived mice under anaerobic vegetative conditions. One stool was collected from each of five mice housed 
together in a single cage, of both Donor 2 and Donor 7 mouse lines. The stools were weighed and homogenised 
100mg/ml, then pooled per cage in equal volumes. The pooled samples were diluted and plated on YCFA agar 
containing 8 mg/L amoxicillin (a level considered ‘clinically resistant’ by CLSI and EUCAST) and cultured at 37C 
for 48 hours. The complete growth was collected from each plate and total DNA extracted for metagenomic 
sequencing. Sequences reads were taxonomically classified using Kraken and a database of all publicly available 
gut bacterial genomes plus the HBC reference genomes. Classified read counts per species were normalised 
against the total number of classified reads per sample. The relative abundance of the top 25 most abundant 
species is shown. 
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Acetohalobium arabaticum 28187
Acidiphilium angustum 523
Actinomyces georgiae 52768
Anaerococcus hydrogenalis 33029
Bacillus clausii 79880
Bacteroides intestinalis 329854
Corynebacterium aurimucosum 169292
Desulfovibrio longus 889
Dialister micraerophilus 309120
Dyadobacter fermentans 94254
Kingella kingae 504
Leuconostoc pseudomesenteroides 33968
Mycoplasma alvi 78580
Mycoplasma collis 2127
Mycoplasma orale 2121
Neisseria subflava 28449
Oceanicaulis alexandrii 153233
Parabacteroides distasonis 823
Peptoniphilus asaccharolyticus 1258
Phascolarctobacterium succinatutens 626940
Propionicicella superfundia 348582
Pseudomonas resinovorans 53412
Streptococcus caballi 439220
Streptococcus castoreus 254786
Sulfurospirillum arcachonense 57666
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Figure A3.3. Antibiotic resistance genes (ARGs) identified in Donor 2- and Donor 7-derived mice. One stool was 
collected from each of five mice housed together in a single cage, of both Donor 2 and Donor 7 mouse lines. The 
stools were weighed and homogenised 100mg/ml, then pooled per cage in equal volumes. The pooled samples 
were diluted and plated on YCFA agar and cultured at 37C for 48 hours. The complete growth was collected from 
each plate and total DNA extracted for metagenomic sequencing. The presence of ARGs in the CARD, ResFinder 
and MegaRes databases were predicted from the metagenomic sequence reads using ARIBA. Results using each 
database were combined to count the different ARGs predicted to be present in the gut community of each 
mouse line. 19 different ARGs were predicted in total, with Donor 7 mice predicted to harbour more antibiotic 
resistance genes than Donor 2 (17 vs. 9); this includes the presence of a Class D beta-lactamase (Oxa-347) in the 
Donor 7 mice.
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