
Supplemental Table 1. Strain metadata.

Strain Abbr. ID Collection
Collection 
Accession

Routine 
Culture 
Media BioProject BioSample

Newly 
Sequenced 

Genome 
Accesion

Public Genome 
Assembly 
Accession

Sequencing 
Strategy Assembler Coverage Sequencing Center Source

Isolation 
Year Isolation Location Notes

Adlercreutzia equolifaciens DSM 19450 Ae DSM 19450 DSMZ 19450 PRJDB1443 SAMD00061014 GCA_000478885.1 454FLX, 3730xl Newbler v. 2.0.01.14; phrap v. 1.080730 33.1x Azabu University

Asaccharobacter celatus AP38TSA Ac AP38TSA DSMZ pending TSA Blood+ PRJNA412637 SAMN08365958 PPUU00000000 HiSeq 2x100 SPAdes v. 3.11 111x UCSF Feces

Asaccharobacter celatus OB21 GAM 11 Ac OB21 GAM 11 DSMZ pending TSA Blood+ PRJNA412637 SAMN08365959 PPUT00000000 MiSeq 2x250 SPAdes v. 3.11 96.7x UCSF Stool 2014 Guelph, Ontario, Canada

Atopobium rimae ATCC 49626 Ar ATCC 49626 ATCC 49626 PRJNA30999 SAMN00000717 GCA_000174015.1 10-20x HMP

Collinsella aerofaciens ATCC 25986 Ca ATCC 25986 ATCC 25986 PRJNA18167 SAMN00627067 GCA_000169035.1 454FLX, 3730xl WUGSC

Coriobacterium glomerans PW2 Cg PW2 DSMZ 20642 PRJNA42699 SAMN00713604 GCA_000195315.1 454FLX, Illumina Newbler v. 2.3 30x JGI Red soldier bug

Cryptobacterium curtum DSM 15641 Cc DSM 15641 DSMZ 15641 PRJNA20739 SAMN02598434 GCA_000023845.1 Newbler 1.1.03.24 , PGA JGI

Denitrobacterium detoxificans DSM 21843 Dd DSM 21843 DSMZ 21843 PRJEB16937 SAMN02910314 GCA_900110565.1 527x JGI

Eggerthella lenta 11C El 11C DSMZ pending BHI++ PRJNA412637 SAMN08365960 PPUS00000000 MiSeq 2x250 SPAdes v. 3.11 142x UCSF Stool 2013 Cambridge, Massachusetts, USA

Eggerthella lenta 14A El 14A DSMZ pending BHI++ PRJNA412637 SAMN08365961 PPUR00000000 HiSeq 2x150 SPAdes v. 3.11 51x UCSF Stool 2013 Cambridge, Massachusetts, USA ANI indicates that 14A and 16A are clonal.

Eggerthella lenta 16A El 16A BHI++ PRJNA412637 SAMN08365962 PPUQ00000000 HiSeq 2x150 SPAdes v. 3.11 38x UCSF Stool 2013 Cambridge, Massachusetts, USA ANI indicates that 14A and 16A are clonal. Excluded from additional analysis.

Eggerthella lenta 19C El 19C BHI++ PRJNA412637 SAMN08365963 PPUP00000000 HiSeq 2x150 SPAdes v. 3.11 49x UCSF Stool 2013 Cambridge, Massachusetts, USA ANI indicates 22C and 19C are clonal.

Eggerthella lenta 22C El 22C DSMZ pending BHI++ PRJNA412637 SAMN08365964 PPUO00000000 HiSeq 2x150 SPAdes v. 3.11 39x UCSF Stool 2013 Cambridge, Massachusetts, USA ANI indicates 22C and 19C are clonal. Excluded from additional analysis.

Eggerthella lenta 28B El 28B DSMZ pending BHI++ PRJNA412637 SAMN08365965 PPUN00000000 MiSeq 2x250 SPAdes v. 3.11 123x UCSF Stool 2013 Cambridge, Massachusetts, USA

Eggerthella lenta 32-6-I 6 NA El 32-6-I 6 NA DSMZ pending BHI++ PRJNA412637 SAMN08365966 PPUM00000000 MiSeq 2x250 SPAdes v. 3.11 120x UCSF Stool 2013 Guelph, Ontario, Canada

Eggerthella lenta A2 El A2 DSMZ pending BHI++ PRJNA412637 SAMN08365967 PPUL00000000 PacBio cell 8Pac V3 Broad Institute Feces 2016 Cambridge, Massachusetts, USA

Eggerthella lenta AB12 #2 El AB12 #2 DSMZ pending BHI++ PRJNA412637 SAMN08365968 PPUK00000000 MiSeq 2x250 SPAdes v. 3.11 71x UCSF Stool 2014 Guelph, Ontario, Canada

Eggerthella lenta AB8 #2 El AB8 #2 DSMZ pending BHI++ PRJNA412637 SAMN08365969 PPUJ00000000 MiSeq 2x250 SPAdes v. 3.11 76x UCSF Stool 2014 Guelph, Ontario, Canada

Eggerthella lenta AN51LG El AN51LG DSMZ pending BHI++ PRJNA412637 SAMN08365970 PPUI00000000 MiSeq 2x250 SPAdes v. 3.11 63x UCSF Stool 2015 Guelph, Ontario, Canada

Eggerthella lenta ATCC 25559 El ATCC 25559 ATCC 25559 BHI++ PRJNA412637 SAMN08365971 PPUH00000000 HiSeq 1x100 SPAdes v. 3.11 323x UCSF Rectal Tumor 1938 Paris, Ile-de-France, France

Eggerthella lenta C592 El C592 PRJNA384908 SAMN06853954 GCA_002148255.1 HiSeq; MinION SPAdes v. 3.9.0 71.0x University of Illinois Feces Japan

Eggerthella lenta CC7/5 D5 2 El CC7/5 D5 2 DSMZ pending BHI++ PRJNA412637 SAMN08365972 PPUG00000000 MiSeq 2x250 SPAdes v. 3.11 72x UCSF Colon Biopsy (Ascending) 2015 Vancouver, British Columbia, Canada

Eggerthella lenta CC8/2 BHI2 El CC8/2 BHI2 DSMZ pending BHI++ PRJNA412637 SAMN08365973 PPUF00000000 MiSeq 2x250 SPAdes v. 3.11 86x UCSF Colon Biopsy (Sigmoid Colon) 2015 Vancouver, British Columbia, Canada

Eggerthella lenta CC8/6 D5 4 El CC8/6 D5 4 DSMZ pending BHI++ PRJNA412637 SAMN08365974 PPUE00000000 MiSeq 2x250 SPAdes v. 3.11 87x UCSF Colon Biopsy (Sigmoid Colon) 2015 Vancouver, British Columbia, Canada

Eggerthella lenta DSM 11767 El DSM 11767 DSMZ 11767 BHI++ PRJNA412637 SAMN08365975 PPUD00000000 MiSeq 2x250 SPAdes v. 3.11 45x UCSF Feces 1997 Reading, Berkshire, United Kingdom

Eggerthella lenta DSM 11863 El DSM 11863 DSMZ 11863 BHI++ PRJNA412637 SAMN08365976 PPUC00000000 MiSeq 2x250 SPAdes v. 3.11 43x UCSF Feces 1997 Reading, Berkshire, United Kingdom

Eggerthella lenta DSM 15644 El DSM 15644 DSMZ 15644 BHI++ PRJNA412637 SAMN08365977 PPUB00000000 MiSeq 2x250 SPAdes v. 3.11 80x UCSF Abdominal wound 1990 Milwuakee, Wisconsin, USA

Eggerthella lenta DSM 2243 El DSM 2243 DSMZ 2243 BHI++ PRJNA21093 SAMN00002594 GCA_000024265.1 Newbler version 1.1.02.15, Phrap JGI Rectal Tumor 1938 Paris, Ile-de-France, France

Eggerthella lenta DSM 2243DSM El DSM 2243D DSMZ 2243 BHI++ PRJNA412637 SAMN08365978 PPUA00000000 HiSeq 1x100 SPAdes v. 3.11 385x UCSF Rectal Tumor 1938 Paris, Ile-de-France, France Resequencing of isolate directly from a new stock from the DSMZ

Eggerthella lenta FAA1-1-60ABroad El FAA1-1-60AB BHI++ PRJNA46413 SAMN00103544 GCA_000763035.1 454FLX Newbler v. 2.3 31x Broad Institute Colon Biopsy (Terminal Ileum) 2007 Calgary, Alberta, Canada Sequencing FAA1-1-60A from Broad Project

Eggerthella lenta FAA1-1-60AUCSF El FAA1-1-60AU DSMZ pending BHI++ PRJNA412637 SAMN08365980 PPTY00000000 MiSeq 2x250 SPAdes v. 3.11 43x UCSF Colon Biopsy (Terminal Ileum) 2007 Calgary, Alberta, Canada Our independent sequencing of FAA1-1-60A of isolated supplied by EAV

Eggerthella lenta FAA1-3-56 El FAA1-3-56 DSMZ pending BHI++ PRJNA40023 SAMN02463797 GCA_000185625.1 454FLX Newbler v. 2.1 31x Broad Institute Colon Biopsy (Terminal Ileum) 2007 Calgary, Alberta, Canada

Eggerthella lenta HGA1 El HGA1 PRJNA59527 SAMN00116781 GCA_000191845.2 454FLX Newbler v. 2.3 47.3x JCVI

Eggerthella lenta MR1 #12 El MR1 #12 DSMZ pending BHI++ PRJNA412637 SAMN08365981 PPTX00000000 MiSeq 2x250 SPAdes v. 3.11 107x UCSF Stool 2014 Los Angeles, California, USA

Eggerthella lenta RC4/6F El RC4/6F DSMZ pending BHI++ PRJNA412637 SAMN08365982 PPTW00000000 MiSeq 2x250 SPAdes v. 3.11 74x UCSF Colon tumor tissue 2015 Vancouver, British Columbia, Canada

Eggerthella lenta UCSF 2243 El UCSF 2243 DSMZ 2243 BHI++ PRJNA412637 SAMN08365979 PPTZ00000000 HiSeq 1x100 SPAdes v. 3.11 1100x UCSF Rectal Tumor 1938 Paris, Ile-de-France, France Resequencing of lab isolate of DSM2243

Eggerthella lenta Valencia El Valencia DSMZ BHI++ PRJNA412637 SAMN08365983 PPTV00000000 MiSeq 2x250 SPAdes v. 3.11 59x UCSF Blood culture 2015 Valencia, Valencia, Spain

Eggerthella lenta W1 BHI 6 El W1 BHI 6 DSMZ pending BHI++ PRJNA412637 SAMN08365984 PPTU00000000 MiSeq 2x250 SPAdes v. 3.11 96x UCSF Stool 2015 Guelph, Ontario, Canada

Eggerthella sinensis DSM 16107 Es DSM 16107 DSMZ 16107 BHI++ PRJNA412637 SAMN08365985 PPTT00000000 MiSeq 2x250 SPAdes v. 3.11 62x UCSF Blood culture 1988 Hong Kong, Hong Kong, China

Eggerthella sp. YY7918 Es YY7918 PRJDA67615 SAMD00060993 GCA_000270285.1 Sanger 8.1x Gifu University Taxonomic assignment to Eggethella is not valid based on 16S and whole genome comparison

Enterorhabdus mucosicola DSM 19490 Em DSM 19490 DSMZ 19490 PRJNA185586 SAMN02440648 GCA_000422625.1 Illumina HiSeq 2000 JGI

Gordonibacter pamelaeae 3C Gp 3C DSMZ pending BHI++ PRJNA412637 SAMN08365986 PPTS00000000 HiSeq 2x150 SPAdes v. 3.11 118x UCSF Stool 2013 Cambridge, Massachusetts, USA

Gordonibacter sp. 28C Gs 28C DSMZ pending BHI++ PRJNA412637 SAMN08365987 PPTR00000000 HiSeq 2x150 SPAdes v. 3.11 51x UCSF Stool 2013 Cambridge, Massachusetts, USA

Olsenella uli DSM 7084 Ou DSM 7084 DSMZ 7084 PRJNA36641 SAMN00016989 GCA_000143845.1 454FLX, Illumina Newbler v. 2.3 30x JGI

Paraeggerthella hongkongensis RC2/2 A Ph RC2/2 A DSMZ pending BHI++ PRJNA412637 SAMN08365988 PPTQ00000000 MiSeq 2x250 SPAdes v. 3.11 36x UCSF Rectal Tissue 2015 Vancouver, British Columbia, Canada

Parvibacter caecicola DSM22242 Pc DSM 22242 DSMZ 22242 PRJEB10572 SAMEA3725539 MiSeq 2x250 SPAdes v. 3.11 Technical University Munich Cecal content of mouse 2013 Munich, Germany Raw reads found in SRA, assembled for this manuscript.

Senegalimassilia anaerobia AP69FAA Sa AP69FAA DSMZ pending TSA Blood+ PRJNA412637 SAMN08365989 PPTP00000000 HiSeq 2x100 SPAdes v. 3.11 102x UCSF Feces

Senegalimassilia anaerobia JC110 Sa JC110 PRJEA70543 SAMEA2272806 GCA_000236865.1 454FLX Newbler CNRS

Slackia heliotrinireducens DSM 20476 Sh DSM 20476 DSMZ 20476 PRJNA20831 SAMN02598438 GCA_000023885.1 JGI

Slackia isoflavoniconvertens OB21 GAM31 Si OB21 GAM31 DSMZ pending TSA Blood+ PRJNA412637 SAMN08365990 PPTO00000000 HiSeq 2x100 SPAdes v. 3.11 111x UCSF Feces Guelph, Ontario, Canada



Supplemental Table 2. Assembly Statistics.

Strain # Contigs Genome Size (bp) Largest contig (bp) GC (%) N50 N75 L50 L75 # N's per 100 kbp # predicted genes

Adlercreutzia equolifaciens DSM 19450 1 2862526 2862526 63.46 2862526 2862526 1 1 0 2330

Asaccharobacter celatus AP38TSA 48 2822848 356712 63.11 192589 81826 6 12 0.71 2423

Asaccharobacter celatus OB21 GAM 11 82 2680191 288544 63.14 75477 56664 11 22 0 2286

Atopobium rimae ATCC 49626 9 1626291 565621 49.26 463785 246147 2 3 0 1259

Collinsella aerofaciens ATCC 25986 25 2439869 478714 60.55 184100 121015 4 8 0 2116

Coriobacterium glomerans PW2 1 2115681 2115681 60.39 2115681 2115681 1 1 0 1848

Cryptobacterium curtum DSM 15641 1 1617804 1617804 50.91 1617804 1617804 1 1 0 1266

Denitrobacterium detoxificans DSM 21843 38 2407645 466232 59.38 184878 94792 4 9 4.98 1918

Eggerthella lenta 11C 63 3541854 406306 64.19 138080 68105 10 19 0 3000

Eggerthella lenta 14A 63 3738151 379935 64.26 153272 59291 9 19 0 3198

Eggerthella lenta 16A 66 3738413 379935 64.26 136390 59291 9 20 0 3194

Eggerthella lenta 19C 53 3361018 343006 63.84 162903 110168 8 14 2.98 2861

Eggerthella lenta 22C 49 3360196 307745 63.85 184654 110168 7 13 0.3 2865

Eggerthella lenta 28B 63 3458472 286849 63.98 101293 62755 11 22 0 2944

Eggerthella lenta 32-6-I 6 NA 69 3549015 272548 63.99 150632 73989 10 20 0 3062

Eggerthella lenta A2 33 3483214 488136 64.01 224774 130153 5 10 0 2982

Eggerthella lenta AB12 #2 60 3716437 573985 64.03 148630 77985 8 17 0.27 3179

Eggerthella lenta AB8 #2 56 3343725 500673 64.14 167787 87890 6 14 0 2887

Eggerthella lenta AN51LG 61 3424579 444953 64.22 109712 63852 9 19 0 2937

Eggerthella lenta ATCC 25559 75 3596161 294828 64.19 100510 61660 10 21 2.78 3097

Eggerthella lenta C592 1 3593204 3593204 64.3 3593204 3593204 1 1 0 3040

Eggerthella lenta CC7/5 D5 2 56 3396445 576093 63.82 133358 92280 7 14 0 2905

Eggerthella lenta CC8/2 BHI2 57 3517789 370473 64.27 176330 91547 7 13 2.84 3024

Eggerthella lenta CC8/6 D5 4 57 3323948 307841 64.03 149319 75948 9 16 0 2848

Eggerthella lenta DSM 11767 82 3673895 262972 64.07 112652 58399 11 22 0 3200

Eggerthella lenta DSM 11863 103 3654826 284576 64.09 132388 58414 10 20 3.01 3170

Eggerthella lenta DSM 15644 81 3589683 442661 64.17 87775 61883 13 26 0 3104

Eggerthella lenta DSM 2243 1 3632260 3632260 64.2 3632260 3632260 1 1 0 3111

Eggerthella lenta DSM 2243DSM 70 3596141 294829 64.19 130832 71459 9 19 2.78 3099

Eggerthella lenta FAA1-1-60ABroad 42 3748291 1181519 64.19 917021 842545 2 3 1541.1 3226

Eggerthella lenta FAA1-1-60AUCSF 108 3666235 389378 64.24 93020 49131 11 26 0 3147

Eggerthella lenta FAA1-3-56 28 3453272 1242834 63.88 1166492 673533 2 3 1870.14 2977

Eggerthella lenta HGA1 42 3362931 487132 63.97 218686 101721 6 11 0 2882

Eggerthella lenta MR1 #12 51 3526511 344679 64.1 116345 89923 10 18 0.28 3036

Eggerthella lenta RC4/6F 56 3450565 317528 64.18 160372 70480 8 17 0 2966

Eggerthella lenta UCSF 2243 70 3596285 294831 64.19 130832 71005 9 18 2.78 3096

Eggerthella lenta Valencia 85 3537099 348380 64.09 81190 52782 12 26 0 3065

Eggerthella lenta W1 BHI 6 59 3291816 373256 63.9 128773 61772 9 17 0 2808

Eggerthella sinensis DSM 16107 75 4012498 254517 65.12 117282 65271 12 25 0 3298

Eggerthella sp. YY7918 1 3123671 3123671 56.2 3123671 3123671 1 1 0 2514

Enterorhabdus mucosicola DSM 19490 27 3009872 447931 64.31 228546 115382 5 10 2.33 2457

Gordonibacter pamelaeae 3C 34 3399441 594828 66.34 329790 246353 4 7 2.94 2889

Gordonibacter sp. 28C 32 3864912 581271 65.04 277783 129815 5 10 0 3181

Olsenella uli DSM 7084 1 2051896 2051896 64.7 2051896 2051896 1 1 0 1849

Paraeggerthella hongkongensis RC2/2 A 53 2862988 291044 61.34 146444 82812 8 14 0.35 2464

Parvibacter caecicola DSM22242 12 2473486 742252 62.46 627120 523228 2 3 4.04 1962

Senegalimassilia anaerobia AP69FAA 32 2329675 628006 62.22 339603 182026 3 5 6.44 1990

Senegalimassilia anaerobia JC110 25 2397304 782271 62.05 679958 510350 2 3 1818.04 1997

Slackia heliotrinireducens DSM 20476 1 3165038 3165038 60.21 3165038 3165038 1 1 0 2795

Slackia isoflavoniconvertens OB21 GAM31 58 2501895 291879 57.85 126294 78000 7 13 4.4 2077



Supplemental Table 3. Average nucleotide identity between Adlercreutiza and Asaccharobacter spp.

Metric Query Match

Average nucleotide identity (%) Adlercreutzia equolifaciens DSM 19450 Asaccharobacter celatus AP38TSA Asaccharobacter celatus OB21GAM11

Adlercreutzia equolifaciens DSM 19450 100 94.6 95.7

Asaccharobacter celatus AP38TSA 94.6 100 95.9

Asaccharobacter celatus OB21GAM11 95.7 95.9 100

Total alignment length (bp)

Adlercreutzia equolifaciens DSM 19450 2862526 2085212 2044384

Asaccharobacter celatus AP38TSA 2085212 2822848 2168091

Asaccharobacter celatus OB21GAM11 2044384 2168091 2680191



Supplemental Table 4. Sequence variants observed in resquenced E. lenta type strain isolates.

Isolate Reference Position (CP001726) Type¹ Reference New Isolate Evidence² Feature Type Strand Nucleotide Position³ Amino Acid Position³ Variant Effect Locus Tag⁴ Gene Product

ATCC 25559

4072 snp C A A:357 C:0 CDS + 842/1101 281/366 missense_variant c.842C>A p.Ala281Asp Elen_0003 DNA polymerase III, beta subunit

2098667 snp C T T:251 C:0 CDS - 155/1683 52/560 missense_variant c.155G>A p.Gly52Asp Elen_1788 beta-lactamase

2685705 snp G C C:313 G:0

3063451 complex ATCT TTCA TTCA:220 ATCT:2 CDS + 757/891 253/296 missense_variant c.757_760delATCTinsTTCA p.IleSer253PheThr Elen_2641 hypothetical protein

3063508 mnp GA AG AG:43 GA:0 CDS + 814/891 272/296 missense_variant c.814_815delGAinsAG p.Asp272Ser Elen_2641 hypothetical protein

3063521 snp T A A:39 T:0 CDS + 827/891 276/296 missense_variant c.827T>A p.Ile276Asn Elen_2641 hypothetical protein

3063526 mnp TA CG CG:37 TA:2 CDS + 832/891 278/296 missense_variant c.832_833delTAinsCG p.Tyr278Arg Elen_2641 hypothetical protein

3063532 snp T A A:57 T:2 CDS + 838/891 280/296 missense_variant c.838T>A p.Tyr280Asn Elen_2641 hypothetical protein

3063544 complex TACG CACA CACA:114 TACG:0 CDS + 850/891 284/296 missense_variant c.850_853delTACGinsCACA p.TyrAla284HisThr Elen_2641 hypothetical protein

3065645 del CGGGGGGGGGT CGGGGGGGGT CGGGGGGGGT:305 CGGGGGGGGGT:3 CDS + 1135/1149 379/382 frameshift_variant c.1135delG p.Val379fs Elen_2643 hypothetical protein

3383445 del GCCCCCCCCCCCG GCCCCCCCCCCG GCCCCCCCCCCG:249 GCCCCCCCCCCCG:10

3523937 del GCC GC GC:400 GCC:18

DSM 2243 (from DSMZ)

4072 snp C A A:485 C:0 CDS + 842/1101 281/366 missense_variant c.842C>A p.Ala281Asp Elen_0003 DNA polymerase III, beta subunit

2213092 del GCCCCCCCCCCG GCCCCCCCCCG GCCCCCCCCCG:234 GCCCCCCCCCCG:22

2450541 snp G A A:346 G:0 CDS - 792/948 264/315 synonymous_variant c.792C>T p.Asp264Asp Elen_2083 protein of unknown function DUF552

2685705 snp G C C:382 G:0

3063451 complex ATCTC GTCAA GTCAA:361 ATCTC:1 CDS + 757/891 253/296 missense_variant c.757_761delATCTCinsGTCAA p.IleSer253ValAsn Elen_2641 hypothetical protein

3065645 del CGGGGGGGGGT CGGGGGGGGT CGGGGGGGGT:373 CGGGGGGGGGT:5 CDS + 1135/1149 379/382 frameshift_variant c.1135delG p.Val379fs Elen_2643 hypothetical protein

3383445 del GCCCCCCCCCCCG GCCCCCCCCCCG GCCCCCCCCCCG:249 GCCCCCCCCCCCG:5

3523937 del GCC GC GC:458 GCC:25

UCSF 2243 (lab isolate)

4072 snp C A A:1409 C:0 CDS + 842/1101 281/366 missense_variant c.842C>A p.Ala281Asp Elen_0003 DNA polymerase III, beta subunit

39071 ins TGGGGGGGGT TGGGGGGGGGT TGGGGGGGGGT:1203 TGGGGGGGGT:22

41855 snp G A A:1454 G:0 CDS + 808/1584 270/527 missense_variant c.808G>A p.Asp270Asn Elen_0032 Amidohydrolase 3

92145 ins TGGGGGGGGT TGGGGGGGGGT TGGGGGGGGGT:975 TGGGGGGGGT:7

171529 snp G A A:932 G:2 CDS + 1074/1593 358/530 synonymous_variant c.1074G>A p.Ala358Ala Elen_0126 hypothetical protein

183709 snp G A A:1354 G:0 CDS - 795/1443 265/480 synonymous_variant c.795C>T p.Leu265Leu Elen_0133 transcriptional regulator, LuxR family

226979 ins TCCCCCCCCCT TCCCCCCCCCCT TCCCCCCCCCCT:972 TCCCCCCCCCT:30

250389 snp G A A:1338 G:1 CDS - 785/1803 262/600 missense_variant c.785C>T p.Ser262Phe Elen_0181 transcriptional regulator, LuxR family

342717 snp C T T:1400 C:0 CDS + 666/1860 222/619 synonymous_variant c.666C>T p.Ala222Ala Elen_0252 fumarate reductase/succinate dehydrogenase flavoprotein domain protein

505746 snp G A A:1260 G:1

569608 snp G A A:1272 G:0 CDS + 339/669 113/222 synonymous_variant c.339G>A p.Glu113Glu Elen_0446 hypothetical protein

720807 snp C T T:1128 C:0 CDS - 419/1569 140/522 missense_variant c.419G>A p.Arg140His Elen_0567 threonine synthase

823158 del TGGGGGGGGGGGT TGGGGGGGGGGT TGGGGGGGGGGT:812 TGGGGGGGGGGGT:26

1206171 snp G A A:1103 G:0 CDS + 1249/1482 417/493 missense_variant c.1249G>A p.Ala417Thr Elen_0992 transcriptional regulator, LuxR family

1359753 del GCCCCCCCCCCCT GCCCCCCCCCCT GCCCCCCCCCCT:751 GCCCCCCCCCCCT:39

1492458 snp G A A:917 G:0 CDS + 2712/2907 904/968 synonymous_variant c.2712G>A p.Glu904Glu Elen_1243 ATP-dependent nuclease subunit B-like protein

2008549 snp C T T:1070 C:0 CDS - 47/552 16/183 missense_variant c.47G>A p.Arg16His Elen_1702 transcriptional regulator, XRE family

2111723 snp G A A:960 G:0 CDS + 712/1332 238/443 missense_variant c.712G>A p.Gly238Ser Elen_1801 Glutamate dehydrogenase (NADP( ))

2132726 snp C T T:1002 C:0 signal peptide - 40/870 14/289 missense_variant c.40G>A p.Ala14Thr Elen_1816 NA

2311588 snp C T T:1296 C:0 CRISPR array +

2685705 snp G C C:1222 G:0

3065645 del CGGGGGGGGGT CGGGGGGGGT CGGGGGGGGT:1232 CGGGGGGGGGT:24 CDS + 1135/1149 379/382 frameshift_variant c.1135delG p.Val379fs Elen_2643 hypothetical protein

3108087 del ACCCCCCCCCCG ACCCCCCCCCG ACCCCCCCCCG:992 ACCCCCCCCCCG:12 CDS + 138/1218 46/405 frameshift_variant c.138delC p.Ala47fs Elen_2684 biotin/acetyl-CoA-carboxylase ligase

3140710 ins GCCCCCCCCG GCCCCCCCCCG GCCCCCCCCCG:978 GCCCCCCCCG:11

3208679 del AGGGGGGGGGGGGT AGGGGGGGGGGT AGGGGGGGGGGT:495 AGGGGGGGGGGGGT:0

3225411 del ACCCCCCCCCCCG ACCCCCCCCCCG ACCCCCCCCCCG:804 ACCCCCCCCCCCG:16

3383445 del GCCCCCCCCCCCG GCCCCCCCCCCG GCCCCCCCCCCG:848 GCCCCCCCCCCCG:16

3523937 del GCC GC GC:1374 GCC:51

¹snp (single nucleotide polymorphism), mpn (multi-nucleotide polymorphism), ins (insertion), del (deletion)

²number of counts of evidence for new isolated versus reference sequence

³variant position / length of feature

⁴locus tag of Saunders et al., 2009



Supplemental Table 5. Literature review of antibiotic suceptibility testing and treatment of E. lenta.

Aminoglycoside Beta-lactam Fluoroquinolones Macrolide Other Reference

Amikacin Gentamycin Penicillin G Ampicillin
Piperacillin-
tazobactan Cefotaxime Ceftriaxone Vancomycin Timentin Imipenem Ertapenem Meropenem Ciprofloxacin Moxifloxacin Clindamycin Chloramphenicol Metronidazole

S S S S S S S S S S Liderot K, et al. 2016. Anaerobe, 38, 21–24.

T T T T T T Woerther PL, et al. 2017. Anaerobe, 47, 70–72.

T T T T T Chan RC and Mercer J. 2008. Pathology, 40(4), 409–410.

S S S S S S S S Liderot K, et al. 2010. Journal of Clinical Microbiology, 48(10), 3810–3812.

T T T T Thota VR, et al. 2011. Future Microbiology, 6(5), 595–597.

T T T T T T Venugopal AA, et al. 2012. Anaerobe,18(4), 475–478.

T, S S S T S T, S S Gardiner BJ, et al. 2014. Journal of Clinical Microbiology, 52(4), 1278–1280.

S S S S S S S S S Gardiner BJ, et al. 2015. Journal of Clinical Microbiology, 53(2), 626–635.

S- Susceptibility tested, T- Used for therapy.



Supplemental Table 6. Minimum inhibitory concentration testing.

Etest Assay CL 256 TC 256 KM 256 AM 256 VA 256 MX 32 PG 32 MZ 256

Antibiotic Chloramphenicol Tetracyline Kanamycin Ampicillin Vancomycin Moxifloxacin² Penicillin G Metronidazole

Class Macrolides Tetracyclines Aminoglycosides Penicillins Glycopeptides Fluoroquinolones Penicillins Other

Purpose Engineering Engineering Engineering Treatment Treatment Treatment Treatment Treatment

Sensitive Breakpoint (<= µg/mL)¹ 4 2 4 0.25 4

Resistance Breakpoint (>µg/mL)¹ 8 2 4 0.5 4

El DSM 2243 4 0.125 4 1 1.5 0.047 0.5 0.047

El UCSF 2243 4 0.125 4 1.5 1.5 0.064 0.25 0.064

El ATCC 25559 3 0.19 4 3 1.5 0.094 1 1.25

El 22C 4 128 16 1.5 2 32 3 0.94

El CC8/6 D5 4 8 32 32 0.75 2 6 3 0.19

El AB8 #2 1.5 64 16 0.5 1.5 4 1.5 0.064

El CC8/2 BHI2 2 16 16 1 1.5 3 1.5 0.094

El CC7/5 D5 2 1 0.125 2 0.5 0.75 1.5 1.5 0.047

Ph RC2/2 A 16 0.25 64 0.19 1.5 1 0.125 0.064

El FAA1-3-56 2 24 16 2 2 0.75 3 0.064

El A2 3 32 8 0.75 1 0.64 1 0.047

Es DSM 16107 8 0.125 256 0.25 2 0.19 1.5 0.064

El 32-6-I 6 NA 4 96 3 1 1.5 0.094 2 0.064

El 14A 2 32 12 2 1 0.094 0.75 0.064

El W1 BHI 6 4 32 256 2 1 0.094 0.5 0.094

El DSM 11767 4 48 256 0.75 1.5 0.094 0.75 0.016

El FAA1-1-60AU 3 16 3 0.75 1 0.064 1.5 0.094

El MR1 #12 1.5 0.0125 6 1.5 1 0.064 3 0.19

El AN51LG 3 0.25 6 2 1.5 0.064 2 0.094

El RC4/6F 4 0.38 6 1 1 0.064 1 0.023

El 28B 3 0.125 8 0.75 1 0.064 0.25 0.023

El DSM 15644 1.5 48 12 0.75 1 0.064 0.5 0.047

Gp 3C 4 0.25 32 0.5 3 0.064 1.5 0.125

EL Valencia 3 0.094 4 0.38 1.5 0.047 1 0.023

El 11C 1.5 64 4 0.5 1.5 0.047 1.5 0.064

El AB12 #2 4 0.19 12 0.75 1 0.047 0.5 0.32

Gs 28C 6 0.25 16 1 1.5 0.023 1 0.94

El DSM 11863 2 24 32 0.5 1.5 0.023 0.5 0.047

¹Breakpoints for resistance based on European Committee on Antimicrobial Susceptibility Testing (EuCAST) 
2018 Breakpoint tables for interpretation of MICs and zone diameters (version 8.0, gram-positive anaerobes).

²ECOFF value used (Epidemiological cut-off).

Bolded values represent a resistant MIC.



Supplemental Table 7. PCR Primers.

Target Oligo Sequence (5'-3') RE site Flourophore Quencher

elnmrk1

forward GTACAACATGCTCCTTGCGG

reverse CGAACAGAGGATCGGGATGG

probe TTCTGGCTGCACCGTTCGCGGTCCA 6FAM BHQ1

cgr2

forward GAGGCCGTCGATTGGATGAT

reverse ACCGTAGGCATTGTGGTTGT

probe CGACACGGAGGCCGATGTCG HEX BHQ1

tetW (DSM11767_02172)

forward ACTGATCATATGAAAATAATCAATATTGGAATTC NdeI

reverse AGCTATGGATCCTTACATTATCTTCTGAAACATATAGBamHI

aph (DSM11767_01344)

forward ACTGATCATATGGCTAAAATGAGAATATCA NdeI

reverse GCTATGGATCCCTAAAACAATTCATCCAGTAAA BamHI



Supplemental Table 8. Mock community composition.

Community composition (%) (mean ± sd)

Strain Duodenum Jejunum Ileum Cecum Colon

Eggerthella lenta DSM 2243 0.44 ± 0.2 1.14 ± 0.61 0.87 ± 0.89 0.75 ± 0.37 0.78 ± 0.32

Bacteroides thetaiotaomicron DSM 2079 27.12 ± 15.23 20.43 ± 7.43 26.22 ± 13.16 24.42 ± 1.49 17.15 ± 2.2

Bacteroides uniformis DSM 6597 10.95 ± 5.83 12.86 ± 3.23 10.86 ± 4.96 16.87 ± 1.7 11.37 ± 2.55

Clostridium spiroforme DSM 1552 1.59 ± 0.64 2.78 ± 1.79 1.75 ± 0.87 2.64 ± 0.76 2.87 ± 0.94

Collinsella aerofaciens DSM 3979 2.91 ± 3.17 4.02 ± 2.56 5.17 ± 4.53 4.12 ± 0.5 4.4 ± 0.73

Escherichia coli K12 MG1655 39.19 ± 19.34 36.76 ± 14.06 37.36 ± 14.03 29.3 ± 2.83 45.61 ± 5.15

Akkermansia muciniphila DSM 22959 15.22 ± 6.61 19.57 ± 7.05 17.33 ± 8.48 21.86 ± 3.46 17.77 ± 3.11

Clostridium scindens DSM 5676 ND ND ND ND ND

Dorea longicatena DSM 13814 ND ND ND ND ND

Prevotella copri DSM 18205 ND ND ND ND ND

log10(16S rRNA gene copies/g) (mean ± sd) 6.5 ± 0.7 6.2 ± 0.4 6.4 ± 0.9 10.6 ± 0.2 10.2 ± 0.2

log10(elnmrk1copies/g) (mean ± sd) 6.5 ± 6.8 5.0 ± 4.5 5.3 ± 5.4 8.8 ± 8.8 8.3 ± 8.4


