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Mokslinio tyrimo ,Bakterijy identifikavimas probiotiniame gérime” ataskaita

UZsakovas tyrimui pateiké du méginius: pirminj misinj, kuris yra naudojamas visy jy gaminamy
produkty tolimesnéje fermentacijoje (toliau ataskaitoje vadinamas PRAD), bei galutinj produktg -
molitgy skonio ,,Fermentuotas probiotinis enzimy koncentratas” (toliau ataskaitoje vadinamas
MOL). Sio darbo tikslas buvo genetiniais metodais jvertinti $iy méginiy mikrobiologine sudét;.

Méginiuose esancios mikroorganizmy Igstelés buvo surinktos centrifuguojant (15 ml PRAD ir 50 ml
MOL).

Po centrifugavimo, i$ gauty nuosédy buvo iSskirta suminé DNR. Siekiant iSsiaiskinti, ar tiriamuose
meéginiuose buvo tik bakterijy, ar ir mieliy bei grybeliy, gauta DNR buvo pagausinta PGR budu,
naudojant 16S (woo) bei 18S rRNR (EF ir Euk) genams specifines pradmeny poras.
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1 pav. PGR produkty elektroforetiné analizé 1 % agarozés gelyje.

PRAD atveju PGR produktas susidaré tik 16S atveju, o MOL produktas buvo stebimas visuose trijuose
variantuose (1 pav.). IS to galima daryti iSvadg, kad PRAD méginyje buvo tik bakterijos, o MOL — be
bakterijy buvo ir mieliy arba grybeliy.

Siekiant jdentifikuoti visus méginuose esancius mikroorganizmus, toliau suminé DNR buvo tiriama
Azenta Life Siences kompanijoje.

Svarbu pabrézti, kad naudojamas metodas néra skirtas tiksliam kiekybiniam mikroorganizmy
jvertinimui méginiuose, taciau jei konkreciy bakterijy meéginyje daugiau, is jy DNR iSskiriame
daugiau, ir polimerazé nuo jos susintetins daugiau, sekoskaitos duomenyse Sias bakterijas taip pat
turétumeéme aptikti dazniau.

Naudodami PRAD (Azentos ataskaitoje DM1) ir MOL (Azentos ataskaitoje DM2) méginius jie PGR
bldu padaugino 16S rRNR geny variabilius regionus, atliko sekoskaitg lllumina MiSeq jrankiu, bei
atliko bioinformatine analize.



Atlikus DM1 ir DM2 sekoskaitos duomeny bioinformatine analize, buvo isskirta 220 skirtingy OTU
(Operational taxonomic unit, t. y. grupés, turini¢ios panasy 16S rDNR markeriy rinkinj) ir palygino
tiriamus méginius tarpusavyje (1 lentelé).

IS Veno diagramos matome, kad didZioji dalis bakterijy abiejuose méginiuose persidengia, t.y.
sutampa (2 pav.), DM1 buvo aptikta 35, o DM2 — 40 unikaliy OTU.

2 pav. Veno diagrama vaizduojanti OTU pasiskirstymg DM1 ir DM2 grupése.

Analizé parodé, kad abiejuose méginiuose absoliuciai dominavo Lactobacillus genties bakterijos:
Lactobacillus brevis, Lactobacillus zeae bei dar didelé dalis laktobakterijy, kuriy Siuo bioinformatinés
analizés jrankiu nepavyko priskirti konkreciai rasiai (Zr. 3 ir 4 pav.).

Méginiuose taip pat buvo aptikta ir Rhodobacter, Roseiflexus, Bacillus, Staphylococcus bei
Acetobacter genciy atstovy. Lyginant su laktobacilomis, kity bakterijy méginiuose buvo Zenkliai
maZziau (aptikta 150000 laktobaciloms giminingy seky, o kity daznesniy bakterijy mazdaug 200-400).

Visy siy isvardinty bakterijy genciy (kuriy buvo aptikta Zenklesni kiekiai) OTU panasus skaicius buvo
aptiktas ir DM1, ir DM2. OTU10 atvejis iSskirtinis — buvo stebimas Zenklus Oenococcus oeni bakterijy
kiekio sumazéjimas, ar net iSnykimas, lyginant PRAD ir MOL méginius tarpusavyje (zr. 3 pav. ).



AZENTA NGS DATA REPORT

OTU_ID  DMA1 DM2 taxonomy
ot 170,373 11,403 k__Bacteriap__Firmicutes;c_ Bacillio__Lactobacillalesf__Lactobacillaceae
aTuo G619 14 k__Bacteria;p__Firmicutes:c_Bacillio__Lactobacillales:{__Leuconostocaceae,g_Oenococcus;s_

oTUI00 20 17 k__Bacteria;p__Bacteroidetes,e__[Saprospirae),o__[Saprospiralesli__Chitinophagaceae;g__5__
aTuol s 7 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteriao_Rhodospirillalesf__Rhodospirillaceas;g
otz 1 i} k__Bacteria

aTun: 4 1 k__Bacteria,p__Bacteroidetesc__Sphingobacteriia;o__Sphingobacterialesf__g__s__

oTu104 16 17 k__Bacteria,p__Proteobacteria,c__Betaprotecbacteria;o__Burkholderiales,f__Comamonadaceae;g_
oTuos 2 0 k__Bacteria,p__Chloroflexic__Anaerolineae;o__Caldilinealesf__Caldilineaceae,g__Caldilinea;s__
oTuoG & 4 k__Bacteria,p__Mitrospirae;c__Mitrospira;o__Nitrospirales,f__Nitrospiraceae;g_ Mitrospirazs__
oTu07 50 54 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria;o__Rhodobacterales{__Rhodobacteraceae
oTul0g 2 0 k__Bacteria,p__Proteobacteria,c__Gammaprotecbacteria;o__Xanthomonadalesf__Xanmthomonada
aTuiog 16 ] k__Bacteria,p__Firmicutes;c_ Bacillio__Lactobacillales,f__Lactobacillaceas

oTu 13 11 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria;o_Rickettsiales f__mitochondria

aTuno 3 9 k__Bacteria,p__Chloroflexic__Chloroflexio__Chloroflexales,f__Chloroflexaceae

oTu11n 3 0 k__Bacteria,p__Firmicutes;c_ Bacillio__Lactobacillales,f__Lactobacillaceas

aTu112 164 188 k__Bacteria,p__Firmicutes;c_Bacillio__Bacillales,f__Staphylococcaceae,g Staphylococcus,s__al
oTu113 6 ] k__Bacteria,p__Proteobacteria,c__Alphaproteobacteriao__Sphingomonadalesf_Sphingomonada
aTu14 17 2 k__Bacteria,p__Firmicutes;c_Bacillio__Lactobacillales,f__Lactobacillaceas

oTu1s 3 i} k__Bacteria

aTunie 3 i} k__Bacteria,p__Firmicutes;c__Clostridia,o__Clostridiales

oTun? 9 0 k__Bacteria,p__Firmicutes;c_ Bacillio__Lactobacillales,f__Lactobacillaceas

aTune 12 15 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria,o__Ricketisiales f_mitochondria

oTu11e 3 0 k__Bacteria,p__Proteobacteria;c__Gammaprotecbacteriaio__Legionellalesf__g__s__

atTumz 16 9 k__Bacteria,p__Proteobacteria,c__Alphaproteabacienao_Rickettsiales f__mitochondria
oTu20 5 4 k__Bacteria,p__Proteobacteria,c__Gammaprotecbacteria,o__Xanthomonadalesf__Xanmthomonada
atuzy 3 i} k__Bacteria

oTu22 54 77 k__Bacteria,p__Chloroflexic__Anaerolineae;o__Caldilinealesf__Caldilineaceae;g__s__

aTu123 16 1 k__Bacteria,p__Actinobacteria;c__Actinobacteriajo__Bifidobacteriales f__Bifidobacteriaceaeg__s_
oTu124 4 0 k__Bacteria,p__Bacteroidetesc__Flavobacteriia;o__Flavobacteriales,f__Flavobacteriaceas;g__Flaw
oTu2s 5 4 k__Bacteria,p__Firmicutes;c__Bacillic__Lactobacillales.f__Lactobacillaceas

oTu26 3 0 k__Bacteria,p__Acidobacteria;c__[Chloracidobacterial,o__RB41f__Ellins075.g9__s__

oTnzy 2 i} k__Bacteria;p__Proteobacteria;c_Deltaprotecbacteriao__Myxococcales

oTuze 3 i} k__Bacteria

aTu1Z2e 14 4 k__Bacteria,p__Protenbacteria,c__Gammaprotecbacteriao__Pseudomonadalesf__Pseudomonad
aTu1: 20 4] k__Bacieria

oTu1Z0 10 69 k__Bacteria,p_ Bacteroidetesc__[Saprospirael,o__[Saprospirales]f__Saprospiraceae;g_s__
oTu1z1 4 ] k__Bacteria,p__Proteobacteria,c__Alphaproteobacteriao_Rhodospirillalesf__Rhodospirillaceas;g
oTuzz 3 0 k__Bacteria,p__Proteobacteria;c__Deltaprotecbacteriao__Bdellovibrionales,f_Bdellovibricnaceas
oTun33 27 10 k__Bacteria,p__Firmicutes;c_ Bacillio__Lactobacillales,f__Lactobacillaceas

oTu124 4 0 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria,o__Rhizobiales,f__Phyllobacteriaceae
aTu13s 14 16 k__Bacteria,p__Chlorobic__SJA-280_ 1 _g_ s _

OTU136 26 k__Bacteria,p__Actinobacteria;c__acidimicrobiiao__Acidimicrobiales,{__Microthrizaceae,a__Cand
oTun3? 2 0 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria;o_Rhizobiales,f__Bradyrhizobiaceae,g_ B:
aTu3g 51 35 k__Bacteria,p__Firmicutes;c__Clostridia,o__Clostridiales,f__Clostridiaceaeg_ SMB53s5__
oTu139 4 2 k__Bacteria,p__Proteobacteria,c__Alphaproteobacteria;o_Rickettsiales f__mitochondria
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taxonomy
k__Bacteria
k__Bacteria;p__Firmicutes;c__Bacillio__Bacillales;f__Thermoactinomycetaceae,g__Planifilum;s__
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteria;o__Rhodobacterales,f__Rhodobacteraceas
k__Bacteria;p__Protecbacteria;e__Gammaproteobacterao__Pseudomonadales,f__Moraxellaceas
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales:f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Bacteroidetes
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteriao_Rickettsiales f__mitochondria
k__Bacteria;p__Protecbacteria;e__Alphaprotecbacteriao_Rickettsialesf__mitochondria
k__Bacteria
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Protecbacteria;c__Betaproteobacteria,o__Burkholderiales,f__Comamonadaceaesg_
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales:f__Lactobacillaceae;g__Lactobacillus;s b
k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f__Lactobacillaceaeg__Lactobacilluss__2
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Streptococcaceas;g__ L actococous;s__
k__Bacteria
k__Bacteriap__Protecbacteriae__Alphaprotesbacteriae_ Rickettsialesf__mitochondria
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales,f__Ruminococcaceae,g__Oscillospiras__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillus
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillalesf__Lactobacillaceas
k__Bacteriap__Protecbacteriae__Gammaproteobactenao_Enterobacteniales:f__Enterobacteriac
k__Bacteria;p__Nitrospiraec__Nitrospira,o__Nitrospiralesf__Nitrospiraceae;g_Mitrospira;s__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Cyanaobacteria;c__Chloroplasto__Streptophytaf__g_s__
k__Bacteriap__Protecbacteriae__Alphaprotecbacteriae_ Rickettsialesf__mitochondria
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteria;o_Rhizobialesf__Hyphomicrobiaceaeg__|
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillus
k__Bacteria;p__Proteobacteria,c__Alphaprotecbacteria;o_Rhizobiales;f__Rhizobiaceae
k__Bacteriap__Protecbacteriae__Betaproteobacteriao_Nitrosomonadales:f_Nitrosomonadace:
k__Bacteria;p__Cyanobactena,c__Chloroplasto_Streptophytaf__g_s__
k__Bacteria;p__Firmicutes,c__Clostridia;o__Clostridiales;f__Lachnospiraceae,g__Roseburia
k__Bacteria;p_ Protecbacteria;c__Betaproteobacteria,o__Rhodocyclales f__Rhodocyclaceaeg_ Zc
k__Bacteriap_ Firmnicutes;c_ Bacillio__Lactobacillales:f__Lactobacillaceas,q_ L actobacillus
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillusz__
k__Bacteria;p_ Chloroflexi;c__Chloroflexio_[Roseiflexales])f_[Roseiflexaceaelg_Roseiflexus;s_
Unclazsified
k__Bacteria
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillus
Unclassified
k__Bacteria
k__Bacteriap__Actinobacteriae__Actinobacteriao__Bifidobacterialesf__Bifidobacteriaceas;g_ Bil
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillus
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;,g__Lactobacilluss__2
k__Bacteria,p__Protecbacteria;c__Gammaproteobacteriao__Alteromonadalesf_125ds10g__s__
k__Bacteriap__Protecbacteriae__Alphaprotecbacteriao_Rhizobiales
k__Bacteria
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Protecbacteriae__Alphaprotecbacteriao_Caulobacterales,f__Caulobacteraceaec
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taxonomy
k__Bacteria,p__Proteobacteriac__Alphaprotecbacteriajo_Rickettsiales;f__mitochondria
k__Bacteria,p__Proteobacteria;c__Betaproteobacteria;o__Burkholderialesf__Comamonadaceae
k__Bacteria
k__Bacteria;p__Chloroflexic__Anaerolineaeo__Caldilineales f__Caldilineaceas
k__Bacteria;p__Firmicutes;c__Bacilliio__Lactobacillales
k__Bacteria;p__Firmicutes:c__Bacillio__Lactobacillales
k__Bacteria;p__Firmicutes:c__Bacillio__Lactobacillales;f__Lactobacillaceaa
k__Bacteriap__Proteobacteriac__Alphaprotecbacteria,o_Rhizobialesf__Hyphomicroblaceasg |
k__Bacteria
k__Bacteria;p__Protecbacteria;c__Gammaproteobacteria,o__¥anthomonadales f_Xanthomonada
k__Bacteria;p__Protecbacteria;c__Betaproteobacteria;o__Burkholderiales;f__Comamonadaceas)q_
k__Bacteria
k__Bacteria;p__Acidobacteria;c__[Chloracidobacterial,o__RB41;f_Ellin60750_5
k__Bacteriap__Actinobacteriac__aAcidimicrobiiao__aAcidimicrobialesf__g__s__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae,g__Lactobacillus
k__Bacteria;p__Firmicutes:c_Bacillio__Lactobacillales
k__Bacteria
k__Bacteria
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteria,c_Rickettsialesf__mitochondria
k__Bacteria;p__Proteobacteria;c__Betaproteobactenao__Rhodocyclales;f__Rhodocyclaceae
k__Bacteria,p__Proteobacteriac__Alphaprotecbacteriao_Rhodobacteralesf__Rhodobacteraceae
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria,p__Proteobacteriac__Alphaprotecbacteriajo__Rickettsialesf__mitochondria;g__Carice
k__Bacteria;p__Actinobacteria;c__Actinobacteria,o__Actinomycetales
k__Bacteria;p__Chloroflexic__Chloroflexio_[Roseiflexales]:f__[Kouleothrixaceas)
k__Bacteria;p__Firmicutes:c_ Bacillic__Lactobacillales:;f__Lactobacillaceae;g__Lactobacilluss
k__Bacteria;p__Proteobacteriac__Gammaproteobacteriao__Enterobacteriales f__Entercbacteriac
k__Bacteria;p__Firmicutes:c_ Bacillio__Lactobacillales:f__Streptococcaceas,q  Streplococous;s_
k__Bacteria;p__Actinobacteria.c__Actincbacteriao__Actinomycetales
k__Bacteria;p__Chloroflexic__Thermomicrobiao__JG30-KF-CM45f__g_s__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Leuconostocaceae,g__Oenoccoccus,s_s
k__Bacteria;p__Bacteroidetes,c__[Saprospiraelo__[Saprospirales]f__Saprospiraceaeg_s__
k__Bacterap__Firmicutesc__Bacillio__Lactobacillalesf__Lactobacillaceag
k__Bacteria,p__Proteobacteriac__Betaproteobacteria;o__Burkholderiales;f__Comamonadaceaeg_
k__Bactenia
k__Bacteria;p__Proteobacteriac__Alphaprotecbacteriajo_Rickettsialesf__mitochondria
k__Bacteria;p__Proteobacteriac__Gammaproteobactenao__Xanthomonadales,f__Xanthomonada
k__Bacteria;p__Proteobacteriac__Alphaprotecbacteriajo_Rhodospirillales;f__Rhodospirilaceaeg
k__Bacteriap__Proteobacteriac__Gammaprotesbacteriao__Pseudomonadales,f_Moraxellaceas
k__Bacteria;p__Proteabacteriajc__Gammaproteobacteria;o_ HOC36f_g__s__
k__Bacteria,p__Protecbacteria;c__Alphaprotecbacteriaje__Rhodobacteralesf__Rhodobacteraceae
k__Bacteria,p__Actinobacteria;c__Actinobacteriajo__Actinomycetales,f__Intrasporangiaceas
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillalesf__Lactobacillaceae;g__Lactobacillus,s__2
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillalesf__Lactobacillaceae,g__Lactobacilluss__
k__Bacteria,p__Chloroflexic__Anaerolineaeo__Caldilineales f__Caldilineaceae;g__Caldilineas__
k__Bacteria,;p__Proteobacteriac__Alphaprotecbacteriajo_Rhodospirillales;f__Acetobacteraceas;g
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taxonomy
k__Bacteria,p__Proteobacteria;c__Betaproteobacteria,o__Methylophilalesf__Methylophilaceae;g__
k__Bacteria,p__Proteobacteria;c__Alphaproteobacteria;o__Rickettsiales:;f__mitochondria
k__Bacteria,p__Proteobacteria;c__Betaproteobacteria,o__Burkholderiales,f__Comamonadaceae;g_
k__Bacteria;p__Firmicutes;c_ Bacillie__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteria;e__Rickettsiales;f__mitochondria
k__Bacteria;p__Firmicutes;c_ Bacillio_ Bacillales;f_Bacillaceas;g_ Bacillus;s__
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteria;o__Rhodobacterales;f__Rhodobacteraceae
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales;f__Lactobacillaceae;g_ Lactobacillus
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteriae__Sphingomonadales
k_Bacteria;p__TM7e_TM7-T0_f__g_ss__
k__Bacteria;p__Firmicutes,c_ Bacillie__Lactobacillales;f__Lactobacillaceae
Unclassified
k__Bacteria,p__Protecbacteria;c__Gammaproteobacteria,o__Enterobacteriales;f__Entercbacteriac
k__Bacteria,p__Protecbacteria;c__Alphaprotecbacteria;o_Rhodobacterales;f__Rhodobacteraceae
k__Bacteria,p__Protecbacteria;c__Gammaproteobacteria,o__Enterobacteriales;f__Entercbacteriac
k__Bacteria;p__Firmicutes,c__Bacillic__Lactobacillales;i__Lactobacillaceae,g__Lactobacillus;s__2
k__Bacteria,p__Actinobacteria;c__Actincbacteriao__Actinomycetales
k__Bacteria,p__Firmicutes,c__Bacillio__Lactobacillales;f__Lactobacillaceas,g__Lactobacillus
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales;f__Lactobacillaceae;g_Lactobacillus;s__d
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteria;e_Rickettsiales:f__mitochondria
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus;s__ 2
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Firmicutes,c_ Bacillie__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Firmicutes;c_ Bacillio_Lactobacillales;f__Lactobacillaceae;g_ Lactobacillus
k__Bacteria;p__Firmicutes;c_ Bacillie__Lactobacillales;f__Lactobacillaceae;g_Lactobacillugs
k__Bacteria;p__Firmicutes;c_ Bacillie__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Firmicutes;c_ Bacillic__Lactobacillales
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillalas;f__Lactobacillaceae;g_ Lactobacillus
k__Bacteria;p__Firmicutes;c_ Bacillic__Lactobacillales;f__Lactobacillaceae;g_ Lactobacillus;s__
k__Bacteria,p__Protecbacteria;c__Alphaproteobacteria;e_Rickettsiales;f__mitochondria;g__Citrull
k__Bacteria,p__Firmicutes,c__Bacillic__Lactobacillales;f_Leuconostocaceae;g__Leuconosioc
k__Bacteria;p__Firmicutes;c_ Bacillic__Lactobacillales
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;i__Lactobacillaceae,g__Lactobacillus
k__Bacteria,p__Proteobacteriac__Alphaproteobacteria;o__Rickettsiales;f__mitochondria
k__Bactenap__TMbc_S08-4o__S119%98,f_g__cs__
k__Bacteria;p__Actinobacteria;c__Actincbacteriao__Actinomycetales,f__Kineosporiaceaeg s
k__Bactenap__Actinobacteria;c__Thermoleophilia;o__Solirubrobacterales;f_g__s
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteriae__Rickettsiales;f__mitochondria
k__Bacteria;p__Firmicutes;c_ Bacillic__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteria;o_ Rhizobiales
k__Bacteria,p__Protecbacteria;c__Alphaprotecbacteriaje_ Kiloniellales,f_g_s__
k__Bacteria;p__Protecbacteria;c__Betaprotecbacteria;o_Burkholderiales,f__Comamonadaceas;g_
k_Bacteria;p__TM7c_TM7-To_f__g_ss__
k__Bacteria;p__Firmicutes,c_ Bacillie__Lactobacillales;f__Lactobacillaceae
k__Bacteria,p__Actinobacteria;c__Acidimicrobilao__Acidimicrobiales;f_g__s__
k__Bacteria;p__Firmicutes;c_ Bacillio__Lactobacillales;f__Enterccoccaceas
k__Bacteria,p__Actinobacteria;c__Actinchacteria,o__Actinomycetales,f__g__s__
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taxonomy
k__Bacteria;p__Firmicutes;c_Bacillio__Lactobacillales;f__Lactobacillaceae
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteriaje__Rickettsiales;f__mitochondria
k__Bacteria;p__Bacteroidetes,c__Cytophagiao__Cytophagalesf__Cytophagaceaeg_Leadbetterel
k__Bacteniap__Actinobacteria;c__Actinobacteriajo__actinomycetales,f__Cellulomonadaceaeg_ D
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteria,o__Rhodospirillales,f__Acetobacteraceae;g
k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillalesf__Carnobacteriaceae
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteriajo__Sphingomonadales;f__Sphingomonada
k__Bacteriap__Proteobacteriac__Gammaproteobactenao__Pzeudomonadalesf__Pzeudomonad.
k__Bacteria;p__Protecbacteriac__Alphaprotesbacteriaje_ Rickettsiales:f__mitochondria
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteriae_ Rickettsialesf__mitochondria
k__Bacteria;p__Protecbacteria;c__Betaproteobacteria;o__Burkholderiales;f__Comamonadaceas;g_
k__Bacteria;p__Proteobacteria;c__aAlphaprotecbacteriaje__Rickettsiales;f__mitochondria
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Chloroflexic__Anaerolineaeo__Caldilineales f__Caldilineaceae;g__Caldilineas__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillalesf__Lactobacillaceaeg_ Lactobacilluss__2
k__Bacteria;p__Proteobacteria;c__alphaprotecbacteria,o__Rhizobiales f__Hyphomicrobiaceaeg__|
k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales:f__Comamonadaceae
k__Bacteria;p__Firmicutes;c__Clostridia;e__Clostridiales:f__Clostridiaceae;g__Clostridium
k__Bacteriap__Chlarmydiae,c_ Chlamydiiao__Chlamydiales f__Parachlamydiaceas
k__Bacteria;p__Protecbacteriac__Alphaprotesbacteriajc_Rickettsialesf__mitochondria
k__Bacteria;p__Firmicutes;c_Bacillio__Lactobacillales;f__Lactobacillaceaeg_s
k__Bacteria;p__Firmicutes;c__Bacillic__Lactobacillales;i__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Protecbacteria;c__Alphaprotecbacteria;e__Rhizobiales;f__g_s__
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Firmicutes;c__Bacillio__Lactobacillales;f__Lactobacillaceae;g__Lactobacillus
k__Bacteria;p__Protecbacteria;c__alphaprotecbacteria,o__Rhizobiales;f__Hyphomicrobiaceaeg__|
k__Bacteria;p__Protecbacteria c__Gammaprotecbacteria,o__Pasteurellales;f__g__s__
k__Bacteria;p__Firmicutes:c__Bacilli;o__Lactobacillales
k__Bacteria;p__Protecbacteriac__Alphaprotecbacteriajo_Sphingomonadales;f__Sphingomonada
k__Bacteria;p__Proteobacterac__Alphaprotesbacteria,c_Rhizobiales:f__Phyllobacteriaceas
k__Bacteria;p_ TM7;c_ TM7-3;0_ EWO0S5f_;g_:s
k__Bacteria;p__Proteobacteria;c__Alphaprotecbacteriaje_ Rickettsiales;f__mitochondria
Unclassified
k__Bactenap__Protecbacteria;c__Alphaprotecbacteriaje__Sphingomonadales;f__Sphingomonada

1 lentelé. Bendra visy DM1 ir DM2 méginiuose aptikty OTU suvestiné
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3 pav. TOP30 dazZniausiai aptikty genciy dazniy pasiskirstymas DM1 ir DM2 grupése (tamsiai mélyna
dazniausia).
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Bifidobacteriales
Xanthomonadales
HOC36
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Ricketisiales
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[Saprospirales]
Unclassified
Burkholderiales
Methylophilales
Rhizobiales
Actinomycetales
Caldilineales
Rhodocyclales
Rhodospirillales
Rhodobacterales
Enterobacteriales
Bacillales
[Roseiflexales]
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4 pav. TOP30 daZniausiai aptikty eiliy dazniy pasiskirstymas DM1 ir DM2 grupése (tamsiai mélyna
daZniausia).

MOL méginys analogiskai buvo analizuojamas ir 18S rRNR atzvilgiu. Jame buvo aptikta
Saccharomyces cerevisiae mieliy. Kadangi PRAD méginyje mieliy neaptikome, tai greiciausiai jos j
produktg pateko nuo darzoviy pavirsiaus (ar is kity priedy).



AZENTA NGS DATA REPORT

OTU_ID DM3 taxonomy

aTul 623,868 k__Fungi;p__Ascomycota,c__Saccharomycetes;o__Saccharomycetales;f__Saccharomycetaceae;g__Sacch:

oTuio 1M k__Fungi
oTu11 10 k_Fungi
oTu12 24 k__Fungi
oTuU13 51 k_Fungi
oTu14 9 k_Fungi
oTU15 9 k_Fungi
0oTU16 8 k_Fungi
otn? 7 k__Fungi
oTu1s 21 k_Fungi
oTu1g 1 k__Fungi
oTuz 1,501 k_Fungi
oTu20 5 k_Fungi
oTu21 6 k_Fungi
oTuzz 4 k_Fungi
oTuzz 34 k__Fungi
oTu24 6 k_Fungi
oTu2s 4 k__Fungi
oTu2e 4 k_Fungi
oTuz? 4 k_Fungi
oTuz2e 15 k_Fungi
oTu29 4 k_Fungi
oTu3 1,319 k_Fungi
0oTU30 40 k__Fungi;p__Ascomycota;c__Saccharomycetes;o__Saccharomycetales;f__Pichiaceae;g__Dekkera;s__Dekke
oTu:r 7 k__Fungi
oTuzz 7 k_Fungi
oTuaz 1N k__Fungi
oTu34 7 k_Fungi
0Tu3s 13 k_Fungi
oTu3se 7 k__Fungi;p__Ascomycota;c__Saccharomycetes;o__Saccharomycetales;f__Pichiaceae;g__Pichia
oTu3? 15 k_Fungi
oTu3e 114 k__Fungi
oTu39 5 k_Fungi
oTu4 639 k__Fungi
oTu40 42 k_Fungi
oTu41 3 k_Fungi
oTu4z 3 k_Fungi
oTu43z 3 k_Fungi
oTu44 11 k__Fungi
oTu4s 3 k_Fungi
OTude 15 k__Fungi

2 lentelé. Bendra visy DM3 méginiuose aptikty OTU suvestiné (Cia pateiktas tik pirmas puslapis,
kadangi kituose nebuvo reikSmingy duomeny)
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IS PRAD ir MOL méginiy iSskirta suminé DNR buvo pagausinta PGR reakcija naudojant 16S rDNR
komplementarius pradmenis, amplikono sekoskaita atlikta naudojant Nanopore technologija,

sekoskaitos duomenys buvo apdoroti EDGE bioinformatics jrank;.

2 lenteléje pateikti pirmi 10 daZiausiai pasitaike variantai. 1 — daZniausias, Zalia spalva pazyméti

variantai, kurie abiejuose méginiuose pateko j pirma desimtuka.

DM1/PRAD

DM2/MOL

N

Oenococcus oeni

w

Lacticaseibacillus zeae

Lentilactobacillus kefiri

Liquorilactobacillus nagelii

O No|» s

Acetilactobacillus jinshanensis

10.

Lacticaseibacillus rhamnosus

3 lentelé

Nanopore sekvenavimo duomenys patvirtina, kad uzsakovo produkte dominuoja Lactobacillus
genties bakterijos. Be to dar kartg stebime, kad Oenococcus oeni bakterijos fermentacijos metu
iSnyksta. Greiciausiai joms netinka fermentacijos sglygos, arba jos yra “nukonkuruojamos” kity
sparciau besidauginanciy bakterijy.
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