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TABLE S1 Primers used for quantification of total bacteria and target bacterial groups in gastrointestinal digesta of weaned pigs 2 

Bacterial group Primer (5`-3`) AT 
(°C) 

Efficiency 
(e)  

Amplicon 
size (bp) Referencec Forward Reverse 

Universal bacteria  CCTACGGGAGGCAGCAG ATTACCGCGGCTGCTGG 61 2.01 189 1 
Lactobacillus groupa  AGCAGTAGGGAATCTTCCA CACCGCTACACATGGAG 62 2.00 341 2,3 
Enterococcus spp.  CCCTTATTGTTAGTTGCCATCATT ACTCGTTGTACTTCCCATTGT 60 2.00 144 4 
Streptococcus spp. AGAGTTTGATCCTGGCTCAG GTTAGCCGTCCCTTTCTGG 60 1.94 485 5,6 
Clostridium cluster XIV AAATGACGGTACCTGACTAA CTTTGAGTTTCATTCTTGCGAA 60 1.94 438-441 7 
Clostridium cluster IV GCACAAGCAGTGGAGT CTTCCTCCGTTTTGTCAA 60 2.00 130 8 
Clostridium cluster I ATGCAAGTCGAGCGAKG TATGCGGTATTAATCTYCCTTT 60 2.00 120 4 
Bifidobacterium spp.  TCGCGTCYGGTGTGAAAG CCACATCCAGCRTCCAC 60 1.95 243 4 
Bacteroides-Prevotella- 
Porphyromonas GGTGTCGGCTTAAGTGCCAT CGGAYGTAAGGGCCGTGC 60 2.01 140 4 

Enterobacteriaceae familyb CATTGACGTTACCCGCAGAAGAAGC CTCTACGAGACTCAAGCTTGC 63 1.97 195 9 
Helicobacter spp. CTATGACGGGTATCCGGC ATTCCACCTACCTCTCCCA 60 1.96 376 10 
Campylobacter spp. GGATGACACTTTTCGGAG AATTCCATCTGCCTCTCC 61 1.96 246 4 
Fusobacterium spp. CWAACGCGATAAGTAATC TGGTAACATACGAWAAGG 55 1.95 273 4 
F, forward; R, reverse; AT, annealing temperature. 3 

a  Lactobacillus group includes the genera Lactobacillus, Lactococcus, Leuconostoc, Pediococcus, Weisella. 4 

b Enterobacteriaceae family comprises the genera Citrobacter, Cronobacter, Enterobacter, Erwinia, Escherichia, Pantoea, Pectobacterium and Shigella. 5 
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TABLE S2 Comparison of dry matter content, pH, lactate and SCFA found at different gut sites 28 

in weaned pigsa 29 

Parameter Stomach Ileum Colon Feces Pooled SEM P-value 
Dry matter (%) 26.7 b 14.2 d 20.6 c 29.5 a 1.07 <0.001 
pH 3.6 c 6.1 ab 5.9 b 6.5 a 0.14 <0.001 

       µmol/g 
      Total lactate  21.4 a 30.8 a 0.5 b - 3.42 <0.001 

D-lactate 13.0 a 5.8 b 0.3 c  - 1.84 <0.001 
L-lactate 8.4 b 25.6 a 0.2 c - 2.80 <0.001 

       Total SCFA 
   

- 
  Acetate 6.3 b 9.0 b 70.7 a - 1.75 <0.001 

Propionate 2.4 b 1.2 b 39.3 a - 1.34 <0.001 
Iso-butyrate 0.3 b 0.3 b 1.1 a - 0.05 <0.001 
Butyrate 1.1 b 0.7 b 18.7 a - 0.58 <0.001 
Iso-valerate 0.1 b 0.1 b 1.0 a - 0.08 <0.001 
Valerate 0.2 b 0.1 b 3.8 a - 0.22 <0.001 
Caproate 0.2 b 0.2 b 0.4 a - 0.07 <0.001 

Data are presented as least-square means ± SEM. Different letters within rows indicate significant difference (P < 30 

0.05). 31 

a Mean of n = 31 pigs for stomach, n = 27 pigs for ileum and n = 31 pigs for colon. 32 
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