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1 kg of gain. Using the analysis of libraries of 16S rRNA gene sequences sequenced on the Illumina
MiSeq platform, shifts in the microbiota of the cecum were discovered, which can help improve the

morphological and physiological parameters of quails.
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Taomuma S1. AHann3 ¢GOpMEHHBIX DJIEMEHTOB M OMOXMMUUYECKUX ITOKa3aTeJeil KPOBU IEPEINEIOB, MOJydaBIInX
L. plantarum AG10 B kauecTBe MPpoOMOTUYECKOI T0OaBKU. *3HaunMble pa3nuuus pu p < 0.05 B tecte MaHHa—YuUTHU

ITokazartenp KoHTtposb L. plantarum AG10
Jeiikountsl, 10°/1 50.0+ 7.0 542142
JInmonmter, 10°/1 38.3+6.5 39.8+ 1.9
CyMMa: HEUTPO(UIIbI, MOHOLIMTHI, 303MHO(GMIIBI, 6azoduisl, 107/1 23122 2.6 +2.2
I'panynouuTtsl, 10°/1 9.4+24 11.8+2.8
JInmdpounrsr, % 76.5+ 5.8 73.6 £4.3
CyMMma: HeWTpOMUIbI, MOHOLIMTHI, 03MHOGMUIIBI, 6a30GbUIIbI, % 4.7+45 47+39
I'panynonutsl, % 18.7 £ 4.2 21.7+4.2
BpurpounTtsl, 10'%/1 2.8+0.1 2.8+0.4
I'emornobuH, /1 223.0 £ 14.4 225.8 +16.5
I'ematokpur, % 37.2+29 36.5+4.2
CpenHuii 06beM 3puTpouuToB, 1015/ 131.9 £10.3 131.0 £ 4.9
CpenHsas KOHIEHTpaLuUs reMonooKHa B Kposu, 1012/ 79.4 + 8.0 81.7+9.9
CpenHsisi KOHLIEHTpalKs FeMOrjo0MHa B 9pUTPOLIMTAX, I/JI 601.9 £ 46.3 6224 £61.9
IlInpora pacripeaeneHns MOMyJISLUN SpUTponTax, % 105+ 1.1 10.0 £2.2
Tpom6ouuter, 10°/1 204+ 11.6 13.6+4.2
Cpennuit 06beM TpombouuTos, 101/ 8.8+2.0 10.1 +£2.0
IIunpora pacrpeaeneHus MOMyJISLUA TPOMOOLIUTOB, % 28.8 £ 4.6 25.0+4.2
ANBOYMUH, /11 3.1£09 3.6 +0.8
O6mmMit 6ey0K, T/ 25+£0.7 24+0.6
bunupyouH, mr/mi 0.1 0.1
KpeatuauH, Mr/m 0.2 0.1
O01Me TUIUIbl, MT/ 1T 499.3 £ 154.2 465.6 + 129.6
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Okornuarnue mabauyot S1

ITokazarenb KonTponab L. plantarum AG10
XoJiecTepyuH, MT/m 172.6 £ 46.4 160.7 £ 33.4
Tpurnuuepuasl, Mr/mi 335.0 £ 296.2 333.6 £402.3
JlumonpoTennbl BHBICOKOH TIJIOTHOCTH, MT/ T 187.7 £ 39.5 180.3 + 63.4
JlunonpoTenapl HU3KOH TJIOTHOCTU, M/ 287.2 £59.7 264.7 + 64.2
*AcnapraramuHotpaHcdepasa (ACT), En/n 6.6 £34 143+ 6.4
AnanuHamuHotpaHcdepasa (AJIT), Exn/a 226+49 23.6 £ 6.2
Kanbiuii, Mr/min 9.7+£22 104+ 0.9
a 0 8 e 0
200 - 151 }— 200 61 T
T 1.0F
150 [ T L isof [ T L [
10 4+
100 - 100 -
0.5
S5t 2r
50F S0F
0 0

0 0 0
Kontpons AG10 Kontpons AG10 Kountpons AG10 Kountpons AG10 Koutposns AG10

Puc. S1. Ddbdexr BHeceHus L. plantarum AG10 B KauecTBe MPOOMOTUUECKOI T00aBKU B KOPM IEperesioB Ha MHASKCHl 0Mopas-
HO00pa3usi MUKPOOHOT'O COOOIIIECTBA MO KUIIIKU: MHAEKChl TAKCOHOMUYECKOTo padHoobpasus ((a) — Chaol; (1) — nnaekc
Lllennona; (1) — nanekc CuMricoHa), mokasarenb dhunoreHeTndeckoro pasHooobpasust Faith's PD (6) u kommaectBo OTE (B).

Ta6mua S2. TakcoHOMUYECKN MPOoduIb 6aKTepHaIbHOTO COOOIIECTBA CAENOM KUIIKU MEPEnenoB, MoayJaBIInx
C KOPMOM TMpOOMOTUYECKYIO 100aBKy Ha ocHoBe L. plantarum AG10, ucciienoBaHHBIM METOIOM CEKBEHUPOBAHUS
rexa 16S pu6ocomuoit PHK

Taxkcon KonuuectBo
d_Bacteria;_ ; ; ;. ;. 0.001887
d._Bacteriag p_ActinobacteriQta; c_Act.inomycetia; o__Actinomycetales;f Bifidobacteriaceae;g_ 0.023067
Bifidobacterium_388775;s  Bifidobacterium pullorum_B 388330
d_Bacteri'a. ; p_Actinobacteriotag q_Coriobacteriia; o__Coriobacteriales;f Atopobiaceae;g 0.03858
Thermophilibacter;s__Thermophilibacter avicola
d_Bacteria;p_Actinobacteriota;c_Coriobacteriia;o_Coriobacteriales;f_Coriobacteriaceae; g 0.005675
Collinsella;__
d_Bacteria;p_Ac_tinobagteriota; ¢__ Coriobacteriia;o__ Coriobacteriales;f Coriobacteriaceae;g_ 0.001106
Collinsella;s__ Collinsella ihuae
d._l.Bacteria;p._Actinobacteriota; ¢__ Coriobacteriia;o__ Coriobacteriales;f Coriobacteriaceae;g 0.000607
Limicola;s__Limicola sp002160065
d_Bacteria;p__ Actinobacteriota;c__Coriobacteriia;o__Coriobacteriales;f Eggerthellaceae; ; 0.000713
d__Bacteria;p__ Actinobacteriota;c__Coriobacteriia;o__Coriobacteriales;f Eggerthellaceae;g_ 0.000564
CAG-1427;s  CAG-1427 sp000435475
d__ Bacteria;p__Bacteroidota;c__ Bacteroidia; ; ; ; 8.06E-05
d_ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o__ Bacteroidales; ; ; 0.000579
d_ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o__ Bacteroidales;f Bacteroidaceae; ; 0.018242
d_BacFeria;p_Bacteroidota; c¢__Bacteroidia;o _ Bacteroidales;f Bacteroidaceae;g 0.000107
Bacteroides H;
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IIpodoasxcenue mabauyst S2

Takcon KonuuectBo

d Bacteria;p__ Bacteroidota;c__Bacteroidia;o  Bacteroidales;f Bacteroidaceae;g
— — = T — — 0.109079
Bacteroides_ H;s Bacteroides_ H massiliensis

d__ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o__ Bacteroidales;f Bacteroidaceae;g 0.015066
Phocacicola A _858004;s )

d_ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o  Bacteroidales;f Bacteroidaceae;g

Phocaeicola A _858004;5_ Phocacicola A_858004 gallinaceus 0.023985
d Bacteria;p__Bacteroidota;c__ Bacteroidia;o  Bacteroidales;f Bacteroidaceae;g 0.001826
Phocaeicola_ A _858004;s Phocaeicola_A 858004 salanitronis )
d__Bacteria;p__ Bacteroidota;c__Bacteroidia;o__ Bacteroidales;f Bacteroidaceae;g_ Prevotella;s__
- 0.000386
Prevotella copri
d_ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o__ Bacteroidales;f Bacteroidaceae;g Prevotella;s
. 0.015189
Prevotella lascolaii
d Bacteria;p__ Bacteroidota;c__Bacteroidia;o _ Bacteroidales;f Bacteroidaceae;g_ Prevotella;s_ 0.000254
Prevotella sp003447235 )
d_Bacteria;p__ Bacteroidota;c__ Bacteroidia;o__ Bacteroidales;f Muribaculaceae;g 0.004776
Limisoma;s__Limisoma sp900548875 '
d__ Bacteria;p__Bacteroidota;c__ Bacteroidia;o _ Bacteroidales;f Rikenellaceae;g 0.010875
Alistipes_ A _871400;s '
d_ Bacteria;p__ Bacteroidota;c__ Bacteroidia;o  Bacteroidales;f Rikenellaceae;g 0.001255
Alistipes_ A_871404;s )
d__ Bacteria;p__Bacteroidota;c__Bacteroidia;o__ Bacteroidales;f Tannerellaceae;g 0.00217
Parabacteroides B_862066;s__ Parabacteroides_ B 862066 sp002159645 )
d__ Bacteria;p___Campylobacterota;c__Campylobacteria;o Campylobacterales;f
: .. 0.050162
Helicobacteraceae; ;
d__ Bacteria;p__ Desulfobacterota_I;c_ Desulfovibrionia;o  Desulfovibrionales;f 0.001178
Desulfovibrionaceae;g  Desulfovibrio R 446353; )
d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 _ Christensenellales;f Borkfalkiaceae;g 0.000428

Borkfalkia;s
d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 Lachnospirales;f Lachnospiraceae; ; 0.051638
d__Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 Lachnospirales;f Lachnospiraceae;g

Anaerobutyricum;s__ Anaerobutyricum faecale 0.000698
d B gcteria; p__ Firmicutes A;c_ Clostridia_258483;0 Lachnospirales;f Lachnospiraceae;g_ 0.004368
Blautia_ A 141781;_

d__ Bacteria; p'_Firmic utes_A; c_Clos.tr@dia_ZS 8483;0 Lachnospirales;f Lachnospiraceae;g 0.004055
Lachnoclostridium_B;s Lachnoclostridium_B sp000765215
d_Bacteria%p_Firmicutes_A;c_Clostridia_258483 ;0 Lachnospirales;f Lachnospiraceae;g 0.029052
Mediterraneibacter A _155507;

d_B acteria;. p__Firmicutes_A; c_ClosFridia_2 5 8483;0 _Lachnospirales;f Lachnospiraceae;g 0.018415
Mediterraneibacter A_155507;s_ Mediterraneibacter A 155507 cottocaccae

d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 Lachnospirales;f Lachnospiraceae;g_ 0.002748

Sellimonas;s__ Sellimonas intestinalis
d__Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 _ Oscillospirales;f _Acutalibacteraceae; ; | 0.001186
d_ Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0 _ Oscillospirales;f

Acutalibacteraceae;g_ ;s_ 0.000386
d_Bapteria;p_Firmicutes_A; c¢__ Clostridia_258483;0__ Oscillospirales;f _Acutalibacteraceae;g_ 0.001887
Acutalibacter;s

d_Bacte:,ria;p_F irmicutes_A; c_Clostrid.ia_25 8483;0  Oscillospirales;f Acutalibacteraceae;g_ 0.008513
Eubacterium_R;s Eubacterium_R faecavium
d__Bacteria;p__Firmicutes_A;c__Clostridia_258483;0__Oscillospirales;f _Acutalibacteraceae;g_ 0.011681

Hydrogeniiclostridium;s
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Okornuarnue mabauyvt S2

TakcoH KonnuectBo

d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0__ Oscillospirales;f Butyricicoccaceae;g 0.000725
Agathobaculum;s__ Agathobaculum sp900291975 )
d_ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0__ Oscillospirales;f

. . o 0.001182
Oscillospiraceae _88309; ;
d Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0  Oscillospirales;f 0.000419
Oscillospiraceae_88309;g  Dysosmobacter; ’
d_ Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0 _ Oscillospirales;f 0.002286
Oscillospiraceae_88309;g_ Dysosmobacter;s Dysosmobacter welbionis )
d__Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0__ Oscillospirales;f 0.004585
Oscillospiraceae_88309;g Lawsonibacter;s )
d_ Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0  Oscillospirales;f 0.003099
Oscillospiraceae_88309;g Lawsonibacter;s Lawsonibacter sp000177015 )
d Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 _ Oscillospirales;f Ruminococcaceae; ; | 0.003545
d_Bacteria;p__ Firmicutes_A;c__ Clostridia _258483;0 _ Oscillospirales;f Ruminococcaceae;g 0.072577
Faecalibacterium;s__Faecalibacterium sp002160895 )
d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0__ Oscillospirales;f Ruminococcaceae;g 0.009068
Gemmiger A 73129; ’
d _Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0 Oscillospirales;f Ruminococcaceae;g 0.002558
Gemmiger A 73129;s  Subdoligranulum variabile ’
d _Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0 _ Oscillospirales;f Ruminococcaceae;g 0.000886
Gemmiger A 73276;s Gemmiger A 73276 avium )
d__ Bacteria;p__ Firmicutes_A;c__ Clostridia_258483;0 _ Oscillospirales;f Ruminococcaceae;g 0.000813
Negativibacillus;s Negativibacillus massiliensis ’
d_ Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0  Oscillospirales;f Ruminococcaceae;g 0.001132
Paludicola;s _ Paludicola psychrotolerans )
d Bacteria;p__ Firmicutes_A;c__ Clostridia 258483;0  Oscillospirales;f Ruminococcaceae;g 0.001465
Phocea;s ’
d__Bacteria;p__ Firmicutes A;c__ Clostridia_258483;0 TANB77;f CAG-508;g  CAG-269;s 0.000434
CAG-269 sp000431335 )
d_ Bacteria;p__ Firmicutes_C;c__ Negativicutes;o _Selenomonadales;f 0.003813
Selenomonadaceae 42771;g Megamonas;s Megamonas hypermegale )
d Bacteria;p__ Firmicutes_C;c__ Negativicutes;o _ Veillonellales;f Dialisteraceae;g 0.002162
UBA1822;s  UBA1822 sp900545365 '
d _Bacteria;p__ Firmicutes_D;c__ Bacillio__ Erysipelotrichales;f Coprobacillaceae;g_ ;s 0,000305
d_Bacteria;p__ Firmicutes_D;c__ Bacilli;o__Erysipelotrichales;f Coprobacillaceae;g 0.001474
Erysipelatoclostridium;s__ Erysipelatoclostridium spiroforme )
d_ Bacteria;p__ Firmicutes_D;c__ Bacilli;o _ Erysipelotrichales;f Erysipelotrichaceae;g 0.00051
Faecalicoccus;s__ Faecalicoccus pleomorphus )
d Bacteria;p__ Firmicutes_D;c__ Bacillio__Lactobacillales;f Lactobacillaceae;g 0.00082
Ligilactobacillus;s__Ligilactobacillus salivarius )
d Bacteria;p Firmicutes D;c  Bacillijo  RFN20;f CAG-826;g Onthovivens;s 0.005211
Onthovivens sp002399785 )
d_ Bacteria;p _Patescibacteria;c Saccharimonadia;o Saccharimonadales;f

: . : . 0.008928

Nanoperiomorbaceae;g_ Nanoperiomorbus;s__
d_ Bacteria;p__ Proteobacteria;c_Gammaproteobacteria;o Burkholderiales 595427;f 0.003061
Burkholderiaceae_ A 595427;g  Aphodousia;s Aphodousia faecalis )
d_ Bacteria;p__ Proteobacteria;cGammaproteobacteria;o Burkholderiales 595427;f 0.0014

Burkholderiaceae A _595427;g  Sutterella;s__ Sutterella parvirubra
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Hons, % a Hons, % 6
100 m Gammaproteobacteria 100
M Saccharimonadia
80 F O Bacilli 30 = Xanthomonadales @ Clostridiales
W Negativicutes m Pseudomonadales W Oscillospirales
60 - = Clostridia 60 = Burkholderiales ® Lachnospirales
= Desulfovibrionia ®m Saccharimonadales O Desulfovibrionales
40 - = Campylobacteria 40 m Staphylococcales O Campylobacterales
W Bacteroidia m Tenericutes B Bacteroidales
20 L = Coriobacteriia 20 o Lactobacillales = Coriobacterales
W Actinomycetia m Erysipeltrichales B Actinomycetales
0 = Jpyrue 0 m Veillonellales m [Ipyrue
AG 10 AG 10
JTons, % 6
100
80 Hpyrue m Faecalibacterium = Eubacterium
Bifidobacterium ®m Gemmiger @ Hydrogeniiclostridium
60 | Thermophilibacter ~ B Phocea & Dysosmobacter
Collinsella B [actiplantibacillus ™ Lawsonibacter
40 - Bacteroides & Parabacteroides B Weissella
Phocaceicola O Blautia = Onthovivens
20 L Prevotella O Lachnoclostridium ™ Staphylococcus
Limisoma @ Mediterraneibacter @ Nanoperiomorbus
Alistipes & Acutalibacter

AG 10

Puc. S2. Ddbdexr BHecenus L. plantarum AG10 B KauecTBe IPOOMOTUYECKOI TOGABKM B KOPM TIEPEITeIOB Ha OTHOCUTETLHOE
conmepkaHue TaKCOHOB ((a) — Ha YpOBHE KJ1acCoB; (0) — Ha ypOBHE OTPSIIOB; (B) — Ha YpOBHE POMIOB).
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