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BN FHEBLIE E o Pt K/ —B0 KPR R T
F 10% H,0, 3278 % 10 min, 280K G E T
BRI E AN R SR, 25 °CHESE 2 d 5 ik Fh.

i % A FIES AR S 6 = N = Uk K P Y Y
1€ B K M8 [Melilotus officinalis (L.) Pall.] %5 It %
EEAER bR LY B, s 1N
104.602 mg/L, 3 305 EZ R 2.56x108 /M/g; AMF
AR N R 2% (Rhizophagus intraradices
RD) . FEVY 45 35 (Funneliformis mosseae, FM)+
MM TCH BT (Alariodeglous etunicatum, AS) H
KT KR R AEYET T4, DL =5
(Trifolium repens L.) NHEAEFATY &, FHEE
7 LR YAR T IR AW, AR &8 (&
L) 50 NI o AP 4 B IR B AR AL R AMF
AR 5 T o

PR 99 SR T D = 2 g oL T M, S
AHAPE N pH 6.5+ H AL 4.51 g/kg Bl fil A
29.4 mg/kg. %% 3.9 mg/kg. AN 25.1 mg/kg.
TR E R AT 5~6 K.

N (MDA) . @M EALEF (SOD)
AR (POD) AL AR (CAT) A
FELIIN E R B AR YR LT . RN40-EAS Y spin
FEY microRNA PRI HE BRI &0 H b n A3 A
VA AR A7 . Goldenstar RT6 cDNA Synthesis
Mix ¥ % 5% 77 & F1 2xT5 Fast gPCR Mix (SYBR
Green DD 5l &M B AL B R AEV R AR A A
ToW 2 B8 T AN = A, AR 8 E =
Mrati
1.2 Rt

2022 4F 4-5 FAEE PR = 22 B i T & R
FRREFIRL S kg K -3, BLFREING
—ERR % 5 MEMIC. WE CK. AL P AT AP 3t
4ANREEE,  EARERAE SRR R 2 B o) B
It (CK: KigHI 1.0 g il 66 e+ KiE T 1.5 g AMF
HAE)  ABEEIE (A: 1.0 g f#mE 3 B+ KIE 1
1.5 g AMF #E) . AMF A (P: KiGH 1.0 g f#
W IE+1.5 g AMF ) . E&5HIE (AP: 1.0g
fRBE A AE+1.5 g AMF ) o BAE B 1, WK
Wi, 2d f54ER. 2022 5 4 H 1 Hi&F, &K1
K, BERAEFRN S KL, JF 30 g JREAT 200 mL K,
R BRI KA 3 g i, A2 2 B s — 2
KRG EKRN, 3 MY ER R HRTH 50%
Hoagland & R, B /55 3 d H 100%

Hoagland & 75 M HEAR TR 357 1E % 7K 73 FI 7255 o f IR
FRIER K2 2022 5 H 8 H, 28 1 IREUEE (F
BEhia s 0 XD FIFET R e IR IR T 5
5. 10 A1 15 d BUFE . 5 e 3 1a) 5 e ) - 238 K
g5y HERE 20%~25% M TIES KR . RRIREURE IS EL
FORETIE 3 i, W@ AR A ety R
PERT L, 26T 5 A EE 10 K CK AT AP AL BE
VERE AL FF
1.3 ERNES AL
1.3.1 B AR ISR 2.0 g, FIRS
AT gPCR Ha ) % HUFE 0.5 go HURE S, FHZEMR
TP HPTE R N TA I 5 mL A7, DI
W, BT UK EORE T [ S w R, A AR B
A4 3R SR RNA
132 42 %% S Phillips 21215750l € AMF
PR LA, 4 FORMRBI % 1.0 em 1)/NEE, FHIR
PERCLHEAT Yo th, DUR AR B o5 AR B 1 4y bk
INERRGEE . E AMF R R4 50%~60%
133 A£#AL4F RAGAE R ZRENE
MDA &, 43R & Uy @A m &
TEFIE AN e B E SOD L POD Fl CAT 514,
o HR A & U B AT
134 #FaNF  {%IERN40-EASYspin ik &7
VEHEEL microRNA ZH43 A5 RNA. FH ThermoFisher
a3 66 FE TR AR BR IR FE L BN RNA FE & 1)
OD260/ODago S7E 1.8~2.2, B IKAG I E o~ RNA 5
FRIEPE 267 SE BEE T, oI R R . 1EFE S
65 E G v AR A BR A w8 7 I 5 T Illumina
NovaSeq 6000 “F- 5 Wl 7

D R 6 B 2 VA B % b, R &
el Anys et , 1T rRNA $d 5 bext 81 2% 5
DR 2115 f 2R B i s s 4L 8l - R DEseq 2 4
A ik 22 7 Rk B[R (differentially expressed
gene, DEG) , fiikiIbrifEA|logFC|=1.5 H P<
0.01. XM ClusterProfiler # - 4E GO it &
£, KA KOBAS ¥ Ft.{E KEGG Pathway i %
BE£,
135 Sr%E2E PCR BiE ke NERE
JEFE, @it PrimerQuest Tool 7E 6% 7 Wit 1
54 (£ 1) . LLEXK GAPDH 2EEENZ, %
Goldenstar RT6 cDNA Synthesis Mix 127! & it B 1
WA 1, Ll 2xT5 Fast qPCR Mix (SYBR Green
D E 52} 5 % 72 ' PCR (quantitative real-time PCR,
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qPCR) ¥4, qPCR ¥ #%°F & QuantStudioTM 1
Plus (ABI, %E) , ¥R NFEFH 95°C 2 min

TiAS ;s 95°C 155, 60°C205s, 72°C20s, 40 ik

{2

F1 XMESPCREMAEERESIY

Table 1 Genes and primers for qRT-PCR
H[H 45 Gene ID IE[A 514 Forward primer (5'-3") JZ A1 514 Reverse primer (5-3") FEHIK/IN Product length (bp)
Zm00001d042553 ATCAGGGAGCTGAAGGTTGC TCACTACCCGCCTTCTACCA 181
Zm00001d012391 GCGGACCTGTTGGAGTTGAT AAGGGAAGTCCAGCCATTCG 166
Zm00001d037547 AGGACCAAGTTTGCCAGGTC CAGTGAATCCTGATGGGCGG 148
Zm00001d052316 GGAGCAGGTGGAAGCCATAAA TACAAATCCACCGACCCAGA 217
Zm00001d051362 GAAACTGGGTCTACTGGGTCG CCATTCATCCAGAGCGGAGA 152
newGene 1600 AGGGAGAAGGCAAAGTGGTG GCCACTTTGGTTGGTTACGC 137
maize-GAPDH TACCGACTTCCTTGGTGACAG ATACACAAGCAGCAACCATCC 207

14 HBALIE

K Excel 2019 3 45 ; K SPSS 25.0
BEAT B R 20 M Fl Turkey 22 B ELEE; SR Origin
pro 21.0 AT F FRIE K FHIME /BT FIAE B

2 GR5H5

2.1 ARCETEREBENIERER

4 NEFE T K b MDA & B E T AT
LRAT (36 0 KD TLREMEZESRE, FEAE M i) (1) 1t
£, CK AbFE T KM A MDA & & B E1n (P<
0.05) , A3 AMAbEE KM MDA K2
Bk, (HIE e B E KT CK (P<<0.05)

~
W
T

4
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MDA %

MDA content (nmol/mL)
(3]
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=]
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(=
S

[oN)
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S

POD i1k
POD activity [U/(g FW-min)]

B
(=
S

5 10 15
AE BRI ] Treatment time (d)

ANENE PR FIRE S AL A R URE I (IAF AR B M2 (P<0.05) 5“7

(B 1) . EA 15d, CK. P. A f1 AP b K
KA Fr o MDA 7K 230 BB 38 T 46 17 590 1.83
1.28. 1.21 1 0.77 {5 . BRpiEFFaaRTSL, Mg 5.
10 115 d, AP &P T KM v MDA & &35 i
KT CK AbFE. FEE GRS B ZEK, 4 PMbFEERK
M F  SOD Al POD 3 35 5 55 _ETF 5 BRI B AR K
AR . MREFF A HT R IHE 2 10 K, 4 Mk
K A SOD A1 POD i ik B mi KT ;. M
B 10d E 15d, P. A F1 AP AFE E K/ SOD
R E K (P<<0.05) , POD 3P TCHI 2481k .
AL, WHEES 5. 10 115 K, AP AFH KM Fr
) SOD & 4 5. 2% /= T CK Ab#E (P<<0.05) . %

mP mA o AP
Z 900 |
g
E : —
# 5 600 | Pt Ca
1S b b
Q= b b
oz a
vz 300 b
g
a
)
w2 0 Il Il Il
= 200
g
kk
E 150 dk **** ****
H oo _kk g #3 ns
o ab b
C 2 100 a ab b
<2z a a
©z a
S 50 ab bb
2
Q 0 L L 1
5 10 15

JE BRI (] Treatment time (d)
k7 F0 “ns” 43 FRIRAN R AR BRAE [F] — HURE I TR A

TERBEENEER, BEEER (P<0.05) MELEREEZESR (P>0.05) .

Different lowercase letters indicate that the same sample group has significant difference in different sampling times (P < 0.05); “**” , “*” and “ns’

3

indicate that there are extremely significant differences (P < 0.01), significant differences (P < 0.05) and no significant differences (P > 0.05) among

different groups at the same sampling time, respectively.

B 1 FREAEERM FEEE LRI

Fig.1 Analysis of physiological and biochemical indexes of maize leaves in different treatments



EE 220 HY DRSS BN AT T R A R 2 S RE YR L X FOK &) i PR AR 35

ANF-EE AL BN, AP ALBEECKI R POD WE 2.2 MIFREIFMN

PR EE T CK AH (P<0.05) . EEAN AL e RGN B (raw data) 28055 T
MR, BRI CAT WG M R i = b B 13305l (clean data) , FHiE—BX e & 1EMR
B 709 CK AL FEAN AP 4bBE . BAARE, a8 BV WK 2 Pios, AP M CK 4B 3L 6 A
FiE AR, 5 CK AL#AHEE, Py A F1 AP AbHEFOK T AT E S B (N%) 28 0, GC
H ) MDA ZERFAEART AR, TPl S EN 43.61%~44.89%, Q20 ¥ 97.94%~98.10%,
KEEVEAERFEE R K Q30 N 93.75%~94.15%. 2% WA P i B e

w2 HRENFBRST

Table 2 Summary of transcriptome sequencing data

FEAS Sample ReadSum BaseSum N% GC % & GC content (%) Q20 (%) Q30 (%)
AP1 55717 049 16 664 072 650 0 44.89 98.04 93.96
AP2 58 628 704 17549 116 484 0 43.61 97.95 93.76
AP3 59 557613 17 831 272 662 0 43.77 97.95 93.75
CKl1 59 340 105 17 752 302 060 0 43.63 97.92 93.68
CK2 62 524 897 18 710 041 996 0 43.78 98.10 94.15
CK3 62 101 920 18 587 242 720 0 43.95 97.94 93.75

ReadSum: Clean data " XU 70 3E £1 % BaseSum: Clean data BU83E%; N%: Clean data FOANHE083E 5 Hk; GC & &: Clean data 7
G A1 C MmsdE it Q20. Q30: Clean data ¥ FF KT 5% T Q20. Q30 FymEIE (5 Lk

ReadSum: total number of pair-end reads in clean data; BaseSum: total bases in clean data; N%: the proportion of uncertain bases in clean data; GC
content: proportion of G and C in clean data; Q20, Q30: base proportions greater than or equal to Q20 and Q30 in clean data.

A R S SR B T . & 2 /T, SAahEEREAME (AP vs CKDD
2.3 BEARXERSH BN RIEACTHEA B AFEATR] (AP2 vs AP3) JIK

DA T AN B 5 1) 2 S B 1 9 B S s P B HMH R RBGHRT R R (7=0.969) o FAhALFE Y FEA
( fragments per kilobase of transcript per Million (A O BT & 20k, Ui B CK A1 AP b B N IR
fragments mapped, FPKM) fj & 3 ARk K131, AREGVRLT, RS EE .

z r=0.845 0 =0.969

O <

; 103 - qs 103 -

v v

= [~}

= %}

=

E 10° [ E 100 [+

2 2

z | g

“ 103 —— — L = 103 SR : 1 1
10° 10° 10° 103 10° 10°

AP1[fJFPKM FPKM of AP1 AP2[FJFPKM FPKM of AP2

FPKM: %FE 34> map [H] reads 1 map FIS 5 T HI8ET/ Mk LAY fragment N4, T &SRR B R RIL K.

FPKM: fragments per kilobase of transcript per million fragments mapped, which is used as an indicator of transcript or gene expression levels.
2 HAHSE
Fig.2 Scatter plot of samples

24 ERFEERSH encyclopedia of genes and genomes, KEGG) . 1%

T e AT, DL CK ARF X iR, AP At EWE R YR (clusters of orthologous groups
PR OKM B p ) % 5 R 1A A (differential-  for eukaryotic complete genomes, KOG) . JETU&K
expressed genes, DEGs) =N 320 4>, HH 204 FHE BT YIEHEE (non-redundant protein sequence
N EIFFRIE, 116 MTIRKE (R3) o #E—FX  database, NR) « 8 H i KX i i (protein families
i1 1Y) DEGs 1R FEvERe, B2 B B AR [ database, Pfam) . Ffi - 25 [ i # 4 %2 (Swiss protein
JE 7% $0 #5 B  ( clusters of orthologous groups of  sequence database, Swiss-Prot) FlELJ& [ £ & [ 4
proteins, COG) « FE K A%z % (gene ontology, ZH L X 4 E - Cevolutionary genealogy of genes:
GO) . HEHEFERAIEKEAET R 4 (Kyoto  non-supervised orthologous groups, eggNOG) [1]
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DEG % H 43 %128 100, 244, 197. 140, 303. 253,

224 1255/, HERZ] 303 4> DEG.

®3 ERRBEEBHIRYE

Table 3 Total number of differentially expressed genes and its annotated number

Eyit} = Js% VERE ) 22 7Rk 2K U Number of annotated differentially expressed genes
Type Number Total COG GO KEGG KOG NR Pfam Swiss-Prot eggNOG
R IA Up-regulated 204
320 100 244 197 140 303 253 224 255

T i%R1% Down-regulated 116

25 ERFTIEEE GO gEEE S

GO & & e 2k R L Th e b AT A 28,
BT TR = 0 e 1t e AR DiRE . TRk )
DEG &Rt gipd /Mo 1Ihae 3 4
TR0 5 EEr BN 34.33%. 43.12%F1 22.55% (&

3) o &4 DEG % HH £ 20 HHT 10 N1 2RKIK
I RIRARATEE . S5 dHM. dHRRAsy . A
. it e, B R . A NUR T RE R4
Mg, HhE 4% DEG 5 H a2 7 1 KK A8 4
TIhRe, BT 10 17 4R o5 LR s K o 4 i 4 )

fi#t ¥ Detoxification
2 A 2H 21 2H 8K & B Cellular component organization or biogenesis
W)Y Biological regulation
Z A M Hc i 2 Multi-organism process
FE L Localization
N % N Response to stimulus
Pl 2 Rhythmic process
B WAL FE Single-organism process
& B id 2 Developmental process
Z A= 9)iE F2 Multicellular organismal process
{55143 Signaling
AEFH I FE Reproductive process
2 it #2 Cellular process
gL FE Metabolic process
9% Z 4533 #2 Immune system process
£ Reproduction
7T IhHE AT Molecular function regulator
9T 5% & Molecular transducer activity
P b M Antioxidant activity
L83 M Electron carrier activity
454 Binding
1875 1% Transporter activity
4585y 7% T Structural molecule activity
{55 #5354, Signal transducer activity
fEALIE M Catalytic activity
AR 45 6 1 S IR P35 P Nucleic acid binding transcription factor activity
5 FH A% Supramolecular complex
FLJF & Symplast
4HHfI4H 53 Cell part
J5$2H 4> Membrane part
Y AS4 ) Organelle part [ ]
HAh 2% B 2043 Other organism part
HAMAT LA Other organism
4 2% Organelle
K45 44 Macromolecular complex [ ]
0
i

£t FE Biological process

7T I Molecular function

=

Jii 3, Y Membrane-enclosed lumen

ZMArZH 53 Cellular component

4% S Cell junction
Ji&X Membrane |
4 Cell |
Hu4MX Extracellular region
0 40 80 120
FEFI# & Gene number

3 ERFRIEEE GO REEE N
Fig.3 GO function enrichment analysis of DEGs
2.6 ERFILEEKEGG BESH fE KEGG B 4R (K4 Box, %%
197 /> DEG VER: 2] KEGG #ff ferh 103 Ny RF MR — 5 B ELAE Sk AREREAQ
FAuitet, BEEVE Q [EH/NIHT 20 NilE M. AR O-RHMEAM G M. EARRAEME MR-
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PIUBBR R ZIER L& S 6 MU, &

e EEBPIE 41 4 DEG, HA BifRIE 25

SFHH
12 TR SEWETR  42 914 R Ubiquinone and other terpenoid-quinone biosynthesis . Geﬁe rj‘umber
PN J5 I 2 9 1 T Protein processing in endoplasmic reticulum | @ g
HEERETLO-S M AE ¥4 B Mannose type O-glycan biosynthesis B ®
T A8 %1 A 0B X Glucosinolate biosynthesis N ® 12
Y& 1EF Photosynthesis ° ® 16
FEE R EY) A L Arginine biosynthesis v
B AN T A EEAE 40 & X Flavone and flavonol biosynthesis
HeA AWK [E & Carbon fixation in photosynthetic organisms o
KA BER AW E A Phenylpropanoid biosynthesis ® LA )
EEIEA I Pyrimidine metabolism ° _E3 Up-regulating
C5 R 4y 3 AR %12 C5-branched dibasic acid metabolism T B own-regulating
NEWiBR AL {8 Fatty acid elongation A .
2-F IR AR T 2-oxocarboxylic acid metabolism ° FRAN
R A BRI Arginine and proline metabolism . Up- & down-regulating
*FIEREW) A K Biosynthesis of amino acids ®
* 2 ZL AR Galactose metabolism °
* K FEAEWIA L Zeatin biosynthesis °
*H AR RLO-ZRBE A M)A B Other types of O-glycan biosynthesis N
*JER FIREMEAC I Starch and sucrose metabolism e #*P<0.05
*fH Y- i 5.AF Plant-pathogen interaction ®

2 4 6 8
‘& #E AT Enrich factor

4 ERFEEREEHBAE 20 9 KEGG RiffiBg
Fig.4 The top 20 pathways of differentially expressed genes enriched by KEGG

A, FRER 16 4
2.7 ERPREEE PCR WE

L maize-GAPDH JZ:H A, H qRT-PCR 4~
HBEHLPRIE) DEGs, X E &R 240k, Hrp
AACt= CREDURE S 1 H R Ce AR AR 1) 2
FREER CtfED — G HERE S H R Ct X
FEARMZ AR CtfE) , Bllog, (Fold Change)
FoR AR QRT-PCR K5 ) DEGs # ik 424k %
. W 5 Fis, 64 DEG fIRIA#H—H, 2 F
RS0 754 1) B 7R A ¢ R ECH 0.853, P<<0.05, &
G S A A BT 45 SR AT E
y=1.050x-0.023 9.

R*=0.853
P<0.05 14

%

B
Log,(Fold Change) gPCR

qPCREG I AR LA

He T I P ARG 2
Log,(Fold Change) RNA-seq

5 ERFIAEEE qPCR WIE
Fig.5 Verification of DEGs by qPCR
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W% VEYIIE 2T S a s, 8 2 HIUA T 40
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e TRMHE(ES R EE B ENE LE A E,
T AP A 40 M S 68 g 51 S A4 L P R 1 R R A R
o AR ALY HAT, RO R it
AR SRR S . T KA A A
KA 7 it S s-1el,

TR A P 57 30 A7 70 5 7 I A0 B 1 4 1
(45 SOD. POD. CAT 3%k RS Vo
Ve BEHICRIZEEE b RS ERPEN RS
Y R A K A R I8 3E IR A AL, JERIPE Mt
YIRS BEI A2 0T, TR E R, R A E
P AR BT A T AR A A A ) T A e R
b RGBT, AN ik, TE M
8 gk 51 AR R AL S A SR US, BE Ae
KO, KEA) 52 5 o TR A2 AR R B (AR b
MDA 7K AR SR A S, E— 2 5 R e Y,
TEMHIPLAALEEVE 4 5 MDA & & 2 1EM . A
i (E D EoR, BEETRMHERRIEESE, 44
AL RAEYI A MDA ¥ #17E A W i K, 17 CK
LW FE MDA FEKEHHE T AP 48, £
NI AP AT BF S B ORI 40 B AR o A K
F, BT R e A E . 4 MR
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K FHR ) SOD 5 POD 3 : Fifi 1 5 3t B[] 384 in
YR BT E TR, WE— e REN T
e 5P F SOD A1 POD & 1 £ IEAH G, X
Lk AR SERORE AR IE — 8. X H R i T 4
AN REFR K I B () MDA 7K RS A8 1k a3
AIAT AP AR K T 5 s P 52 v o 3
filn 3 M AbFE

A — TR W) AR — O T SR R R 2R o il
VIR 2 SR ] - S5 ARl Ak ) B 25 ) S D e AR
s 75— 5 TH SO R AR P R e O e 2 AME S
168 It R 3Rk A5 7 U v R )R AR A BRI (1) i 52
P, MBI ALEIE 5 SRRt R AR
S R AEAE R3], R GO B AL,
TR, AP RN T A HLARE R L A0 B R
KRR, 7 IhReRal b s & S s, 4
L 2H 53 2850 A 2H 43« R 2 A4 B B 2H 4 25
BRRE % DEG, KU RNERFRKEAK, Bk
ZAN@AERILFEI S 7 Tk BT 5 1 &
AR, 52T RIS KR,
KEEG %3 & %3 6 MUK, X L@ g A 25
A~ DEG Lii#ik, 5 16 /> DEG Fifi&iAs, &it
41 4~ DEG. HH ¥ —mli B s s LR
7N, TP T 20 P R R JEE 3 T 52 B A
FINO ZKPARA I 5 A, T2 38 ik S A2 B [T 248
Mk, JEE FECRALE G LU ESn o g, i sgm
Y M g A e e MRS WA 2 BT RS e
I, 38 I 3 4 M A 2 R R R AR K AL A 7K ST SR
YERFAN M55 P20, W RTIR I, M2 TR
SRR 10 R B 2 N R 2R S R A DG .
Ah, TRIN AP JE, JERRUEEREACH . HABEA O-
R G G AR 2 LR AR & S
=5 R R 2 AR R IAE T B ia T
B A, B E I SGE AR RIS 1
s A E A BEY R & 'S, RS
TRMIPLRNE . FRREA ML KAL)
2. PHIbrER R E R . IREFAI RS 71 DL A
TELEFEINTEZ T RERS), Tk R A & AR Ui
EAEGREIR, 0 AP AR TR A N R KT
A 4 R BOR R A R I RR R Rt S S
715 (E B e 5 N e ) A

Zr b, W AP g g2 R OK I i %
AMRUHE B ) DEG Rk, SUERARES. HY)
IR SOR AN 2 AR, R P E A A o) i

1 G SR I e o 7/ DS N S/ N M N R 7 B ER IR S v
o E R S, T KA A T R AR N
&AM

4 ZEip

Xt 5 S A R AL 23 1 oK AR FROK T 5
ik, S5REIR, W0 AP BEE R T 5
N EKHE M 4l MDA & &, JRaefem it A
MEPTEAC IS I s kL T 320 4~ DEG,
BELSRER, WY —WIE AR SR AR
R HARRA O-RBEAEME N ERREME
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Effects of Compound Microbial Fertilizer on Drought Resistance of
Maize Seedlings under Drought Stress by Transcriptome Analysis

Qing Chen, Liu Zhengxue, Li Yanijie
(College of Biology and Food Engineering, Chongging Three Gorges University, Chongging 404100, China)
Abstract

To explore the effects of compound microbial fertilizer on drought resistance of maize seedlings
under drought stress, four treatments, blank control group (CK), phosphate solubilizing bacteria addition group
(P), arbuscular mycorrhizal fungi addition group (A) and compound microbial fertilizer addition group (including
phosphate solubilizing bacteria and arbuscular mycorrhizal fungi) (AP), were set up respectively with maize
“Eyu 16” as the material, and then subjected to drought stress treatment through soil water control. Maize leaf
samples were collected for physiological and biochemical index detection and transcriptome sequencing analysis.
The results showed that after drought stress treatment (i.e. the fifth, tenth and fifteenth days), the highest MDA
contents in maize leaves was CK, the lowest was AP treatment, and the activities of SOD and POD in maize
leaves in AP treatment were significantly higher than those in CK, and the activities of CAT in maize leaves in
AP treatment were higher than those in CK treatment during stress. Compared with CK, transcriptome
sequencing analysis detected 320 differentially expressed genes (DEGs) in the leaves of maize seedlings in AP
treatment, including 204 up-regulated genes and 116 down-regulated genes; the results of GO analysis showed
that 34.33%, 43.12% and 22.55% of DEGs were enriched in biological processes, cell components and molecular
functions, respectively. The results of KEGG analysis showed that the significant enrichment pathways included
plant pathogen interaction, starch and sucrose metabolism, other types of O-glycan biosynthesis, zeatin
biosynthesis, galactose metabolism and amino acid biosynthesis.

Key words Maize seedling; Drought stress; Compound microbial fertilizer; Transcriptome
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