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MeTareHoMHbIY aHaIU3 KULLEYHON MUKPOGUOTbI CUHAHTPOMNMHbIX PYKOKPbIbIX:
BUPYCbl HACEKOMbIX, FreHbl aHTUBUMOTUKOPE3UCTEHTHOCTU N MEeTAab0o/IMYEeCKUM NOoTeHLIMnanN
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Llenb nccnepoBaHUs — NpoBeageHne MeTareHOMHOro aHanm3a dekKasibHbIX 06pa3LU0oB NeTy4YMX MblLlLen and
ornpeneneHma coctaBa X MUKPODBUMOTbI, PYHKLMOHANbHOIO NMPodpUIMpoBaHUa U NpoBegeHMA CPaBHEHUS.
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cobpaHbl 06pa3Lbl deKanmim oT OBYX BUOOB neTydmx Mmblwen: Vespertilio murinus (n =5) n Nyctalus noctula (n = 5).
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PCo Axis 1 (76.8%)

Bat species -

Vespertilio murinus  ©

PCo Axis 1 (58.9%)

Nyctalus noctula

A — alpha-diversity; B — beta-diversity
Pasznunumm HeT, oaHaKo, BUOHO

raBHOE orpaHunyeHume

nccrnengoBaHMa — Masiad BblIbopKa

OTHOCUTeNnbHOEe nsoounume
MeTabonunyeckux nyrem (HUMANN23)

VALSYN-PWY: L-valine biosynthesis -

UDPNAGSYN-PWY: UDP-N-acetyl-D-glucosamine biosynthesis | -
SER-GLYSYN-PWY: superpathway of L-serine and glycine biosynthesis | -
PWY66-389: phytol degradation -

PWY4LZ-257: superpathway of fermentation (Chlamydomonas reinhardftii) -
PWY0-1586: peptidoglycan maturation (meso-diaminopimelate containing) -
PWYO0-1477: ethanolamine utilization -

PWY0-1338: polymyxin resistance -

PWY0-1061: superpathway of L-alanine biosynthesis -

PWY-8187: L-arginine degradation XIII (reductive Stickland reaction)-
PWY-7977: L-methionine biosynthesis IV -

PWY-7953: UDP-N-acetylmuramoyl-pentapeptide biosynthesis Il (meso-diaminopimelate containing) -
PWY-7822: chitin degradation Il (Serratia) -

PWY-7269: mitochondrial NADPH production (yeast) -

PWY-7268: cytosolic NADPH production (yeast) -

PWY-7245: superpathway of NAD/NADP - NADH/NADPH interconversion (yeast) -
PWY-7238: sucrose biosynthesis Il -

PWY-7222: guanosine deoxyribonucleotides de novo biosynthesis Il -
PWY-7220: adenosine deoxyribonucleotides de novo biosynthesis Il -
PWY-7185: UTP and CTP dephosphorylation | -

PWY-7118: chitin deacetylation -

PWY-7117: C4 photosynthetic carbon assimilation cycle, PEPCK type -
PWY-7111: pyruvate fermentation to isobutanol (engineered) -

PWY-7013: (S)-propane-1,2-diol degradation -

PWY-6902: chitin degradation Il (Vibrio) -

PWY-6892: thiazole component of thiamine diphosphate biosynthesis | -
PWY-6859: all-trans-farnesol biosynthesis -

PWY-6803: phosphatidylcholine acyl editing -

PWY-6731: starch degradation Il -

PWY-6608: guanosine nucleotides degradation Ill -

PWY-6606: guanosine nucleotides degradation Il -

PWY-6527: stachyose degradation -

PWY-6387: UDP-N-acetylmuramoyl-pentapeptide biosynthesis | (meso-diaminopimelate containing)-
PWY-6386: UDP-N-acetylmuramoyl-pentapeptide biosynthesis Il (lysine-containing) -
PWY-6385: peptidoglycan biosynthesis Il (mycobacteria) -

PWY-6317: D-galactose degradation | (Leloir pathway)-

PWY-6309: L-tryptophan degradation XI (mammalian, via kynurenine) -
PWY-6305: superpathway of putrescine biosynthesis -

PWY-6277: superpathway of 5-aminoimidazole ribonucleotide biosynthesis -
PWY-6122: 5-aminoimidazole ribonucleotide biosynthesis Il -

PWY-6121: 5-aminoimidazole ribonucleotide biosynthesis | -

PWY-5941: glycogen degradation Il -

PWY-5695: inosine 5’-phosphate degradation -

PWY-5675: nitrate reduction V (assimilatory) -

PWY-5659: GDP-mannose biosynthesis -

PWY-5384: sucrose degradation |V (sucrose phosphorylase) -

PWY-5138: fatty acid B-oxidation IV (unsaturated, even number) -
PWY-5136: fatty acid B-oxidation Il (plant peroxisome) -

PWY-5103: L-isoleucine biosynthesis IIl -

PWY-5100: pyruvate fermentation to acetate and lactate Il -

PWY-4041: y-glutamyl cycle -

PPGPPMET-PWY: ppGpp metabolism -

P41-PWY: pyruvate fermentation to acetate and (S)-lactate |-

P221-PWY: octane oxidation -

P161-PWY: acetylene degradation (anaerobic) -

LIPASYN-PWY: phospholipases -

HSERMETANA-PWY: L-methionine biosynthesis III -

HISDEG-PWY: L-histidine degradation | -

GOLPDLCAT-PWY: superpathway of glycerol degradation to 1,3-propanediol -
GLYCOLYSIS: glycolysis | (from glucose 6-phosphate) -
GLYCOGENSYNTH-PWY: glycogen biosynthesis | (from ADP-D-Glucose)-
GLUTORN-PWY: L-ornithine biosynthesis | -

GLUCOSE1PMETAB-PWY: glucose and glucose-1-phosphate degradation -
FAO-PWY: fatty acid B-oxidation | (generic) -

CITRULBIO-PWY: L-citrulline biosynthesis -

ARGSYNBSUB-PWY: L-arginine biosynthesis Il (acetyl cycle) -
ARGSYN-PWY: L-arginine biosynthesis | (via L-ornithine) -
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BblcOKas akTUBHOCTb NyTK peptidoglycan maturation —
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KINeTOYHOWM CTEHKOW, YTO MOXKET OTpPaxXaTb MX adalTaulHNto K YCITOBUNAM

cpedbl MM aKTUBHYIO POJIb B Ml/IKpO6HI:>IX B3aMMOOeNCTBUAX

dPunoreHOoMmMKa
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nmws LVLPFSNNIGPGNPIRPATNRADLIAQGHDLHYQQAKSDSDVLSADREAISQFAHEAI QGQDPISRIHAAVGGIGLGVKHAVEHLSGKYVYYGKLCLELDRW
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B — MSA (SP2; O-100 aa);
C — MSA (SP2; 101-213 aa)

BbiBOAbI

MblLLEWM — OKa3a/JlaCb OrpaHmMYeHa n3-3a Masioro pa3smMepa BbibopPKM
Bo Bcex obpa3uax obHapy»XeHbl BUPYCbl noacemMemcrtsa Densovirinage B 60blLLUOM U306UMTNKN, YTO

CTaJI0 HEOXXWNOAHHbIM Pe3y/IbTaTOM

[[@HOMHbIM aHasIM3 NokKa3aJs1 BbICOKYIO CTeNneHb CXOOCTBA 3TUX BUPYCOB MEXY COOOoU
DMNoreHoMHbI aHanmM3 noaTBepaVT 3BOSTIOLMOHHYIO OMM30CTb OOHAPYXXEHHbIX BUPYCOB C Parus
major densovirus (Xo3aunH: cnHmnua, Kntam, 2014)
DTN pe3ynbTaTbl YKA3blBAatOT Ha BO3MOXXHblE 3KOMOMrMYecKme WM 3BOMOLUMOHHDbIE CBA3UM Mexay
NneTy4mMm MblllaMm U OpyrmMmm pesepByapamMim BUPYCOB, Tpebytolwme ganbHeENLLEro nay4yeHms
[TOMMMO 3TOro, CMHAHTPOMHbIE PYKOKPbLISIbIE ABMATCA pe3epByapaMim O0SbLLOINO KoM4yecTBa reHoB

AHTUNOUNOTUKO PE3INCTEHTHOCTU

dumHaHcupoBaHUe: PaboTa BbiNno/iHEHA B paMKax rpaHta PHO N2 23-14-00316

A — CIDVIﬂOFeHOMHOe nepeBo (SP1 + NSP)

CpaBHl/ITeﬂbeIVI dHaJ1IM3 MeTareHoMoOoB OBYX BMOOB J1I€ETYHNX
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KonmyecTtBo reHoB rno obpasuam
Bcero: 512 reHoB ABP (CARD + ResFinder)
888 reHos OB (VFDB)

ABP — aHTMOUNOTUKOPE3UCTEHTHOCTD;
OB — paKTopPbl BUPYTEHTHOCTM
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NMyTn ¢ BbICOKOU NOJTHOTOMU U UX 3HAYEHME:

MeTa60/1IM3M aMMUHOKMUCNOT: y4acTUEe MUKPODBHbIX

coobLLEecTB B aMUHOKNCTOTHOM obMeHe
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rlepepa6OTKa opraHM4YeCKOro BewecCriBd

MeTab60/11M3M a30Ta U cepbl: y4acTe MUKPOOOB B

ONOreoOXMMMYECKIMX LHNKITaX 9TUX 2J1eMEeHTOB
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