* 5 samples - Vespertilio murinus
* 5 samples- Nyctalus noctula
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Llenb nccnepoBaHUS — NpoBegeHMe MeTareHOMHOIo aHanm3a pekKaribHbIX 00Pa3LL0B NeTy4YMX MblLLEeW O14
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cobpaHbl 0b6pa3ubl pekanmm oT ABYyX BUOOB NeTydmx Mmblllen: Vespertilio murinus (n =5) n Nyctalus noctula (n = 5).
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B Pseudomonadota

B Cossaviricota
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Species

B Other (< 2%)
B Parus major densovirus
B Proteus terrae
I Enterobacter cancerogenus
Klebsiella oxytoca
B Citrobacter portucalensis
M Hafnia paralvei
Klebsiella aerogenes
B Hafnia alvei
Citrobacter arsenatis

B Kluyvera cryocrescens

B Kluyvera intermedia

M Lactococcus lactis
Salmonella enterica

B Lactococcus garvieae
Klebsiella variicola

B Morganella morganii
Klebsiella michiganensis

B Lactococcus formosensis

B Lactococcus taiwanensis

Family

B Other (< 2%)

B Parvoviridae

B Enterobacteriaceae

B Morganellaceae
Hafniaceae

B Streptococcaceae

B Drexlerviridae
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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 reinhardtii) -
PWY0-1586: peptidoglycan maturation (meso-diaminopimelate containing) -
PWYQ0-1477: ethanolamine utilization -

PWY0-1338: polymyxin resistance -

PWY0-1061: superpathway of L-alanine biosynthesis -

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

PWY-7953: UDP-N-acetylmuramoyl-pentapeptide b|osynlhesw5 IIl (meso-diaminopimelate containing) -
PWY-7822: chitin degradation Ill (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 I -
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 Ill -

PWY-6608: guanosine nucleotides degradation Il -

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

PWY-5103: L-isoleucine biosynthesis Ill -

PWY-5100: pyruvate fermentation to acetate and lactate 11 -

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) -
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. A — CIDI/IJ'IOI'eHOMHoe 0epeBo (SP] + Nsp)

B — MSA (SP2; O-100 aa);
C — MSA (SP2; 101-213 aa)

BbiBOAbl

[lepBOHa4YasibHaa LUesNnb UccnegoBaHMa — CPaBHUTEIbHbIM aHANMW3 MeTareHOMOB OBYX BUOOB JTIETYYUX
MbILLEW — OKa3a/laCb OrpPaHMYeHa M3-3a Manoro pasMepa BblIOOpKH

Bo Bcex obpa3uax obHapy)XeHbl BMPYCbl nmogceMencTtBa Densovirinae B 60MbWOM M300UAMNK, YTO
CTaJ10 HEOXXMOAHHbIM PEe3y/IbTaTOM

[@eHOMHbIV aHaNM3 NoKa3aJsl BbICOKYIO CTEMEHb CXOACTBA 3TUX BMPYCOB Mexay cobou

DUMNOreHOMHbIM aHanM3 noaTBepOn/T 2BOMOLMOHHYIKD OIM30CTb OOHAPYXXEHHbIX BUPYCOB C Parus
major densovirus (Xo39mH: cMHmua, Kntam, 2014)

OTW pe3yfibTaTbl YKa3blBAalOT HA BO3MOXHblE 3KOSIOrMYEecKMe W 3SBOJIIOLUMOHHbIE CBA3UW Mexay
NeTy4ymMm MblllaMn N APpYrMMmn pe3epByapaMim BUPYCOB, Tpebyrowme garbHENLLEro n3yyeHma
[TOMMUMO 3TOro, CMHAHTPOMHbIE PYKOKPbIMblE 9BAAIOTCA pe3epByapaMm OOMbLLOro Kosim4yecTBa reHoB
AHTNOMOTUKOPEINCTEHTHOCTU

PdunHaHcupoBaHUe: PaboTa BbiNoJ/IHEHA B paMKax rpaHtTa PHO® N2 23-14-00316
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NMyTn C BbICOKOU NMNOJTHOTOMU U UX 3HAYEHMUE:

MeTab60/1M3M aMMUHOKMUCOT: y4acTMe MUKPODOHbIX

coo0OLLLEeCcTB B aMNHOKMNCTOTHOM obMeHe

OopraHNM4YeCKOro BelleCTBad

Oderpapauua yrnepopaa: sxdpdbeKTmBHaa nepepaboTka

MeTa60n13M a3oTa U cepbl: y4acTe MUKPOOOB B

OoreoxXmMMmMYeCcKmx LNKITaX 2TUX 2J1IEMEHTOB

OkucnutenobHoe pochopuUunpoBaHUeE:

CMOCOOHOCTb MUKPODHOB 2PPEKTUBHO MPOUN3IBOANTD
SHEPrumto Yepes aspobHoe ObiXxaHme

bakKTepuanbHble CeKpeLMNOHHbIe CUCTEMBDI.

aKTUBHOE MEeYXK/TeTOUHOe B3aMMOOeNCTBUME U
NnoTeHUMarbHble MexXxaHM3Mbl NATOreHHOCTU UNn
CMMOMO33a

dopMUupoBaHMe BUONNIEHOK: CKITOHHOCTb

MUKPOOOB K POPMUNPOBAHUIO YCTONUMBDIX
coobLLecTB

119 aHanm3a pa3paboTaHa yTunmTa —
KEGGaNOG
(6becnnaTHaga anbTepHaTBa DRAM)

dononHuTenbHble MaTepuanbl
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https://github.com/jenniferlu717/KrakenTools/

	Slide 1

