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Biological process A #2233 FE{U 4% : metabolic process({Cilifid#2) . cellular process(4iflid #2) . single-organism process(H.—4= 4133 F2) |

localization(E{i7) . biological regulation(ZE#)#4%) . regulation of biological process(4:#Jid F2i##:) . cellular component organization or
biogenesis(4 ML/ FIHLIAAEY) A AL) . response to stimulus(filli#4 %) . developmental process(% & 1), multi-organism process
(ZEYR) | positive regulation of biological process(ZE# il F2 IE I ¥E) . reproductive(F142). negative regulation of biological
process(AE A FE 1 H4E) . signaling(f5%5). reproductive process(F-4: i3 ##). multicellular organismal process(Z 4N 21T #2) . growth
(%K) . biological adhesion(“E#fff%). immune system process(ffZ RGuidFE) . cell killing(FHALA %) . cell aggregation(A K4 ).

Cellular component ZHfifiZH 73345 : cell(4i0). cell part(4i/ifi£H43) . membranefii). organelle(ZlIffi%F). membrane part(fEi4H43). organelle
part(ZH i #52H43) . macromolecular complex(K43F4 &%) . membrane-enclosed lumen(i%5 & 1E14) . extracelluar region(ffi#MX) . virion
CREERLT) . virion par(tREEHR T4157) . extracelluar region part(AIAESMH 53 . nucleoid(#Ut%). Molecular function/>FHIHEMTE : catalytic
activity(ffLAVERT) . binding(Z5&1EFA) . transporter activity(3%i27414) . nucleic acid binding transcription factor activity(1% R4S &1 & K 1
TEE) . electron carrier activity(FE T2 {ATG ) . structural molecule activity(45F443 T 15 4%) . enzyme regulator activity (B R F-T5 ) .

antioxidant activity(FL AL ME) . molecular transducer activity (43 T2 #81G74) . protein binding transcription factor activity(F 1454
53R FEHE) . guanly-nucleotide exchange factor activity(BEFSAZ B AR SCH: [ F1% M) . receptor activity(32 {1 E), metallochaperone

activity(4:JB BTG PE) . nutrient reservoir activity(E #7323 PE) . translation regulator activity(EHE A K FI6 k)

E3 =REE GO mhaEssk

HE—2XT GO TYBEXT I Y 2 S BE R iR R IR T b o
R (E4) BoR, B3 B REE N 3 2248 e g i 4 43 o A
Ji Ccell) (ANAIZH ) (cell part) 20 fif 4% (organelle ) 21 it #5% 2H
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transcription factor activity) ,,
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Biological process = 4 #id PR #5 : metabolic process(fUifid #2) . cellular process(4iiflid #2) . single-organism process(B—A:4idF2) |
localization(ZEf¥) . biological regulation(4=#15#%). regulation of biological process(4:#)id #21H#5) . cellular component organization or

biogenesis(Z L A AL LRI A A ) . response to stimulusCHIE %) . developmental process(&% Hid#2). multi-organism process
(Z4W)dFE) . positive regulation of biological process(ZE i FEIEIHTE) . reproductive(F4E) . negative regulation of biological process
(YRR UEES) . signaling(f§5) . reproductive process(FFAE i3 #2) . multicellular organismal process(Z I LT FE) . growth(ZEK) |
biological adhesion(E¥J[ft %) . immune system process(%#E R4t #2) . cell killing(4NME547) . cell aggregation(ZiiB2R4E). Cellular
component4 JBZH I H5 . cell(4if) . cell part(4iIiEZH %) . membrane(fi), organelle(4iB%F). membrane part(JEZH4)). organelle part
(YB3 2H43) . macromolecular complex(K4TF & A 4)). membrane-enclosed lumen(fE45 & E1A) . extracelluar region(JB#FX) . virion
(JREERLTF) . virion part(JREERLF447) . extracelluar region part(ZHffi4h2H43) . nucleoid(#1#%). Molecular functionZrF I HEALTE «
catalytic activity(f fb/EF) . binding(Z5&1EM) . transporter activity(F5i2 {5 ) . nucleic acid binding transcription factor activity
(EBRE, A5 S F1EHE) . electron carrier activity(HLfar 24T 1) . structural molecule activity (454443 Ff 1) . enzyme regulator activity
(B R 735 PE) . antioxidant activity(Fi AL 777 #E) . molecular transducer activity(43F /&N #77%74) . protein binding transcription factor
activity(Z5 A5 A7 5 FI6PE) . guanly-nucleotide exchange factor activity (MM AZH R ACH [ FIEE) . receptor activity(ZARTEE) |
metallochaperone activity(4:J& fE1B1G1E) . nutrient reservoir activity(B 3252 41% k) . translation regulator activity(BHIFEE#E K716 :)

B4 EREELIE. TF GO haES %

TR AR B AR ARG P A SR, R R

R A% W A o 2 T 1) T 22 T 28 D/ S o 61 14 A i
A8, ATV T 1A o 2 B 190 A o IO 2 S 2L e AR A )
PR ALk 2L S A b R A S A R BEAT DT, 22 SR AR A R
GO TREMTAA 7R, ¥ S b PR %5 H A 2 ) A4 3 %
ER SRR SERRE Y G R R AL AR AL A5 tRNA
AW R I AT B AR R B A R 5 BUE 1 A A

FREEFE LA T RNEILE 6, 2 5 R EAQHHE M EE R
AT FE ( cellular processes ) | ¥ 1% {5 B AL F ( environmental
information processing ) . 1%t 1% {5 B At 3 ( genetic information
processing ) . U i} ( metabolism ) . H #l & 4t ( organismal
systems) o £S5 RN, 25 5 PRAQ A B 32 B4R P A AR

T, BT 3 B0 Unigene 1 H f53k 3648 45, FLUOE BG5S
A3, ¥ K 885 2% Unigene, ¥ K& IR % H i £ i A
% AL HE A LR A W) & i ( biosynthesis of amino acids) 4%
BE{A (ribosome ) | & AL 12 k. ( oxidative phosphorylation ) Fl14,
Bk tRNA A= 414 i ( aminoacy — tRNA biosynthesis) . i HIAE Y
FRARAE 2R 1 B A B A . ¥ BT PR S R4 B B2 i ARt
8 % 32 A 5 (metabolic pathways ) , H R & Rk PR it

W A 6 i ( biosynthesis of secondary metabolites) 14
ZEY)E W ( biosynthesis of antibiotics) DA M BRI X4

4 1 ( staurosporine biosynthesis) .

3 it 54ie
TP RR R — AP LU IR R T 250 , XA D BT 3 R R0

T Az P 2 A ot 7 8 1 ) 5l aed A A J R I
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IR b A RIS Ty 28 A5 P ) o ] et J 1 98 i 114 7 oK
PEAMHHEE AN, 0k S 1550 e SO S RE P 2k, A

T R b A TR A A B TR A 1 2R A W 5 I B A
B RE R G X — 4R

SRR B T 8, e el D it 2 T
BT AR W R WA B SR A g e R, (R R R
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B, LA B AT S AP o B T 22 A I A 0 A T 2 1Y
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Transport and catabolism

Cell growth and death - 156

Signal transduction

Membrane transport

Translation

Folding, sorting and degradation
Replication and repair
Transcription

Global and overview maps
Carbohydrate metabolism
Amino acid metabolism

Lipid metabolism

Metabolism of cofactors and vitamins
Nucleotide metabolism

Energy metabolism

Metabolism of other amino acids

Biosynthesis of other secondary metabolites

Glycan biosynthesis and metabolism

3

Metabolism of terpenoids and polyketides

@
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3

Aging

N
3

8
8

1424

Bl cellular Processes
Environmental Information Processing
.Genelic Information Processing
B Metabolism
| Organismal Systems

500

1000 15002000

HFBHR)

Cellular Processes(4iiffid #): Transport and catabolism(G2 %543 . Cell growth and death(4i4: K FIFET").
Environmental Information Processing(¥55 (5 S AL BE): Signal transduction(f5 51%i%). Membrane transport(Zil L iz i) o
Genetic Information Processing(G#t/% 15 B AL ). Translation(#Hi%). Folding,sorting and degradation($7&4335 5% f#) .
Replication and repair(&Z il 51&#h). Transcription(%3%). Metabolism({ti4f): Global and overview maps(#i&). Carbohydrate
metabolism(BR/K L&) . Amino acid metabolism(ZIEFR ). Llipid metabolism(JE/F{Xi). Metabolism of
cofactors and vitamins(fi i 144 1) . Nucleotide metabolism(#F BRI i) . Energy Metabolism(FE &/ .
Metabolism of other amino acids(FAth & FAR L) . Biosynthesis of other secondary metabolism(¥X 24 #1& BiACiE) «
Glycan biosynthesis and metabolism(Z R4 A 518 . Metabolism of terpenoids and polyketides(Zifi 2 A2 fRAC) |
Xenobiotics biodegradation and metabolism (JMEYILE YR 511 . Organismal Systems(H LR SE):Aging(FE %)

E5 =REE Pathway 4%

TR, TN B AR K b YRR L T2 A RS
Bl 225 5 A2 2R, AT 2% 0400 ) 08 ol 2 T OV
LT 4410 G A1 P T RS TR T 2K DB I 25 22 b 7 23 3 [
PERIIGE R AR A 15 T3 — BT

Sk

(105 k. A SEARBSRAA SRS KA E IR [ D], .7
LB K% ,2013.:2 - 8.

(2158 B IRES, T30, 5. WA SSARTES RS il 2 30 v 15 Mo
FE[J]. Aol TRE2E4E ,2016,1(6) 64 - 69.

(3144, R, 5207, 55 R L7 72 AR S TR B T 1 2% 40 i 44
WPER ARO[ T]. L)y Z:,2016(11) ;148 - 150.

(415 fom, BB i, 8 S0, 55, A S AR T VB dme /N T ok B2 % L
SR R e e [T ). PE b bk 2= Bi 4, 2014, 29 (6) : 127 -
131,135.

[51F M, 08 6, REE, 45 DA F 700 ih 5w 2=
PAEIERLT]. R E B EZ,2011,22(6) 1306 - 1308.

(6% & RARZy /N BER im0 i 25 VE AL e [ D], K
R ,2012.:47 - 69.

(7100 FE,BRAA ARE 2 45, e okl 1 it 83 300 T AL 14y A4 M f 5
[J]. HEE,2016,67(4) 12 -16,19.

[814x3idb, T MG, X4 HE, 55, DU —F st A il 25 s AR S AR K
EIVERLI]. B2 E P E2ZE,2010,21(10) ;2442 —2444.

[OVHLAFIH, g7, ERT 55 # )P AR B FR#E L],

[E A= k259 2 75,2017 ,37 (6) 443 —448.

(10X EH] B, EH LA, 45 B sl L4 AR M R AL vl 1) 1o FH
FREL]. i SRR T,2017,43(7) :259 -264.

[11] Hisashi Y, Hisako W, Sadao Y, et al. Promoting effect of wood
vinegar compounds on fruit body formation of Pleurotus ostreatus[ J].
Mycoscience,1995,36(2) :173 - 177.

[12]Jung K H. Growth inhibition effect of pyroligneous acid on
pathogenic fungus,Alternaria mali, the agent of Alternaria blotch of
Apple[ J]. Biotechnology and Bioprocess Engineering, 2007, 12
(3):318 -322.

[13]Choi J Y,Shinde P L,Kwon I K et al. Effect of wood vinegar on the
performance, nutrient digestibility and intestinal microflora in
weanling pigs[ J]. Asian — Australasian Journal of Animal Sciences,
2009,22(2) :267 —274.

[ 14 JMarumoto S, Yamamoto S P, Nishimura H A, et al. Identification of a
germicidal compound against picornavirus in bamboo pyroligneous
acid[ J]. Journal of Agricultural and Food Chemistry, 2012, 60
(36) :9106 -9111.
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Bl ,2014,42(3) 1741 -742,839.
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DEGs Number of The Most Enriched Pathway
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Metabolic pathways({Uig1#) . Biosynthesis of secondary metabolites(X 2 AR =k E 94 i) . Biosynthesis of antibiotics(Pi/f %
W4 ) . Carbon metabolism(B#{{i4) . Biosynthesis of amino acids(Z &2 4EH 45 %) . Ribosome(#Z##{4) . Glycine,serine and
threonine metabolism(H 2 . ZZA MM IR AR . Tyrosine metabolism(Fi% AL fLi) . Oxidative phosphorylation(£ fb B 1k) .
Tryptophan metabolism({A 22 {{if) . Phenylalanine metabolism(< A 2 BR i) . Alanine,aspartate and glutamate metabolism(P 2% .
REGIRMA R . Arginine and proline metabolism(f5 22 . IR . Lysine degradation(iZ B2 [#f#). Aminoacyl-tRNA
biosynthesis(ZEtRNAZ: )& B) . 2-Oxocarboxylic acid metabolism(2-4A /R R ) . Staurosporine biosynthesis(f& JE 1 15 X 4: 4
4 ). Homologous recombination([]JH#4]). ABC transporters( ABCH43i2# 1), Citrate cycle ( TCA cycle ) (ZRIRTEIA).
Nicotinate and nicotinamide metabolism(XHER FIKHFELH/Cilf) . Beta-alanine metabolism( -2 {i#) . Non-homologous end-joining

ClEFRVEA i%4) . Aflatoxin biosynthesis(#5 i # #2445 ) . Butanoate metabolism( ] Fi2fCif) . Biotin metabolism(ZE4ZE i) .

Steroid biosynthesis(ZE[E LA 44 ) . Arginine biosynthesis(K5 &R 914 i) . Indole diterpene alkaloid biosynthesis(15|WE il 4= 4

Bl ) . C5-Branched dibasic acid metabolism(C5 3 4 — JCRR I Cik)
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