Supplementary material

Table S1 List of primers used in PCR applications
1 Ta =  annealing temperature of primers used in our PCR experiments
1*Ta = annealing temperature of primers standard using according Illumina protocol for 16S Metagenomic Sequencing Library Preparation

	PCR-DGGE

	Primer
	Sequences  5´→ 3´
	Ta1
	Reference

	
                      338F-GC 
Eubacteria
                     
                       518R 
	F:5´-CGCCCGCCGCGCGCGGCGGGCGGGGCGGGGGCACGGGGGGACTCCTACGGGAGGCAGCAG-3´
R:5´-ATTACCGCGGCTGCTGG-3´
	55 °C
	 [29]


	Bacteroidota
	F:5´-GAGAGGAAGGTCCCCCAC-3´
R:5´-GGTAAGGTTCCTCGCGTA-3´
	65 °C
	[30]
[31]

	Lachnospiraceae group

	F:5´-ACCGCATAAGCGCAC-3´
R:5´-CCGACACCTAGTATTCATCG-3´
	63 °C
	[32]

	Lactobacillus group

	F:5´-GGAAACAGATGCTAATACCG-3´
R:5´-CACCGCTACACATGGAG-3´
	63 °C
	[33]
[34]

	Bifidobacterium group
	F:5´-GGGTGGTAATGCCGGATG-3´
R:5´-CCACCGTTACACCGGGAA-3´
	67 °C
	[35]

	qPCR

	Primer
	Sequences  5´→ 3´
	Ta1
	Reference

	                            338F 
Eubacteria                     
                           518R
	F:5´-ACTCCTACGGGAGGCAGCAG-3´
R:5´-ATTACCGCGGCTGCTGG-3´
	60 °C
	[29]

	Bacteroidota
	F:5´-GGTGTCGGCTTAAGTGCCAT-3´
R:5´-CGCGTCYGGTGTGAAAG-3´
	68 °C
	[32]

	Lactobacillus group
	F:5´-GGAAACAGATGCTAATACCG-3´
R:5´-CACCGCTACACATGGAG-3´
	62 °C
	[33]
[34]

	NGS

	Primer
	Sequences  5´→ 3´
	Ta1*
	Reference

	16S Amplicon PCR Primers (Illumina)
	F:5'-TCGTCGGCAGCGTCAGATGTGTATAAGAGACAGCCTACGGGNGGCWGCAG-3´

R: 5'- GTCTCGTGGGCTCGGAGATGTGTATAAGAGACAGGACTACHVGGGTATCTAATCC-3´
	55 °C
	Illumina protocol [36]





Table S2 List of 35 dominant genera and changes of their relative abundance after FMT application.
1: sample before FMT treatment; 2: 1 day after first FMT treatment; 3: 1 day after second FMT treatment; 4: 7 days after FMT treatments.  
	Genus
	Family
	Relative abundance

	
	
	1
	
	2
	3
	4

	Bacteroides
	Bacteroidaceae
	29.6%
	→
	22.3%
	22.5%
	29.1%

	Clostridium_XlVa
	Lachnospiraceae
	14.2%
	→
	11.6%
	9.1%
	9.2%

	Bifidobacterium
	Bifidobacteriaceae
	2.7%
	→
	8.7%
	17.7%
	14.9%

	Collinsella
	Coriobacteriaceae
	0.7%
	→
	7.0%
	7.4%
	1.1%

	Clostridium_IV
	Oscillospiraceae
	1.0%
	→
	4.0%
	3.1%
	1.7%

	Anaeroglobus
	Veillonellaceae
	18.6%
	→
	3.9%
	4.9%
	10.4%

	Faecalibacterium
	Oscillospiraceae
	1.1%
	→
	3.9%
	3.4%
	1.1%

	Parabacteroides
	Tannerellaceae
	8.5%
	→
	3.8%
	3.3%
	3.2%

	Eisenbergiella
	Lachnospiraceae
	2.1%
	→
	3.1%
	2.6%
	1.8%

	Ruminococcus
	Oscillospiraceae
	2.9%
	→
	3.0%
	2.2%
	0.7%

	Gemmiger
	Eubacteriales incertae sedis
	0.9%
	→
	2.5%
	2.2%
	1.9%

	Blautia
	Lachnospiracea
	1.1%
	→
	2.5%
	2.7%
	2.6%

	Akkermansia
	Akkermansiaceae
	2.4%
	→
	2.3%
	0.9%
	2.5%

	Anaerostipes
	Lachnospiraceae
	0.0%
	→
	2.3%
	0.9%
	0.0%

	Dorea
	Lachnospiraceae
	0.2%
	→
	1.8%
	1.1%
	0.5%

	Alistipes
	Rikenellaceae
	1.3%
	→
	1.6%
	1.4%
	1.5%

	Bilophila
	Desulfovibrionacea
	2.7%
	→
	1.5%
	1.7%
	3.3%

	Fusicatenibacter
	Lachnospiracea
	0.0%
	→
	1.5%
	1.4%
	0.0%

	Phascolarctobacterium
	Acidaminococcaceae
	1.0%
	→
	1.2%
	1.6%
	2.1%

	Azospirillum
	Azospirillaceae
	0.0%
	→
	0.9%
	0.5%
	1.6%

	Coprococcus
	Lachnospiraceae
	0.0%
	→
	0.8%
	0.6%
	0.1%

	Lachnospiracea_incertae_sedis
	Lachnospiraceae
	0.0%
	→
	0.8%
	1.0%
	0.3%

	Oscillibacter
	Oscillospiraceae
	0.1%
	→
	0.8%
	0.8%
	0.5%

	Streptococcus
	Streptococcaceae
	0.4%
	→
	0.7%
	0.8%
	0.1%

	Flavonifractor
	Oscillospiraceae
	0.2%
	→
	0.6%
	0.2%
	0.0%

	Desulfococcus
	Desulfobacteraceae
	0.0%
	→
	0.5%
	0.3%
	0.5%

	Parasutterella
	Sutterellaceae
	2.1%
	→
	0.5%
	0.2%
	0.1%

	Veillonella
	Veillonellaceae
	2.7%
	→
	0.4%
	0.1%
	0.0%

	Sutterella
	Sutterellaceae
	0.0%
	→
	0.4%
	0.4%
	4.1%

	Clostridium_XVIII
	Erysipelotrichaceae
	0.0%
	→
	0.4%
	0.0%
	0.0%

	Roseburia
	Lachnospiraceae
	0.0%
	→
	0.3%
	0.5%
	0.0%

	Odoribacter
	Odoribacteraceae
	0.0%
	→
	0.2%
	0.2%
	0.1%

	Clostridium_XlVb
	Lachnospiraceae
	0.0%
	→
	0.1%
	0.1%
	0.6%

	Dialister
	Veillonellaceae
	0.7%
	→
	0.1%
	0.1%
	0.0%

	Barnesiella
	Barnesiellaceae
	0.0%
	→
	0.1%
	0.1%
	0.0%




