7667

sauab Jo JaquinN

GO Classification

o sauab Jo JaquinN
3 83 ©© ~o
P e = o 3 gg ez .-
£ Hejus,
£ :e_mus.“ma 2% :o.as.asu.a
35 $56: Uaboy, By U0leZypn 4o,
T 2014 yy, 35 y ]
IsAs ay, 8800,
By 10, ity - Buy i Sunuy
1Y fre:
Uoyez, 9
mmwuow_mcz Uoquey :e.ﬁss uogues
lew, s
YOy o 010 ey 9904d jeyyg,,
Hixo0ap 1990y, " Oneoy e 2610 5::3: .
55 1o woneGiasgpy, i
@.:M wum 1#2lBororg Uoisaypp Eﬁo
. ’ 16ojojq
$s00,qf IBJugYyq g N“Sa
Bupeypy Olonep g 204 feyuau g,
$s890,9 5 Buyeypg lanap
950:30 ] ssa ¢
u iday L 010 o,
m“n poda; g :oao%o.i.oﬁ:t&%..
d01d 2 ’ 2
uassﬁsmamms..szs @ $S8201d wsjupg,q,
Stsousy. < 0dsas Shinugs o, om:oq.ess
0/q 10 sIs; sas
Uopezy e, Uonezupg,, 1 *S9Uaboyq o uoy
Uogeyng, M *uoduos “Binjjao Uonezyesq, e2lue;o Usuody,
=103y gy 6, Uoyeng, 09 Jejnyjan
8599040 30 10 o jegp,
1ogesauy 8800, o+ 1O
592044 g, 2llogeyay,
INfjag 8890,
Aunpoe “einjjay
Airgop ..o.q&&7 8 inpoe 10dagg, ._/
oy 2 doags, Emsg/ g AL o Obue,
"9j0.1d ’ = By g, 352 EQQ/
Auapop @ Uisjouq Hiny
"€ 10jeiny, |, 8 Ao
Aunnoe foluey OHelsueyy o fywy 0lein6a, Uopeys,
AAnoe 5o “EIndsjoy, o} Py 9 soy 14, o ISuey
y ow
Aiaoe et Ve “EIndsjoy s 19 13onps g
103en; w_wmn.:e.aﬁ 5 Aunpoe, -~ _M “8Inagjoy,
Aigon YoRaun, P 2 0)engy, ooy,
Aigag gmOU lemyon, 3 12 o1y "4 Jeinejoy
IARoe 4o, s w e
Ao o 1B0s Y0dluag i A8 g, w "o
msb:_c Hodsyey) = %.;.com 1oU0dsy, .ca.:uwag
o Ulpu h
Aingop Iq
€ Mfjeges Aungs
uoy AR o)
tmhoe:.:ao / Uogoun, ohsmu
INlj9oe, Bd uoypg,
Ploajony Axo 2ejnyje
Plogyap, Oe.xs
X u
9ldwiogy e1n2gjoy, Xeldu
Hotfia; “Elnjjage, eidng voiBg uﬁ&&oEEnﬁ
Uswny pa, A1x 4 1EInj a0, 1ixo
xordug o~u=w.w=m.55m.= m :oEE tmweuco.
2 Bupuey, 5 Xajduyo, U1qusgy,
Hed supyqy g, UHot0rd g 2 Bujueyyg,,,,
Ueiquygy, ou H Hed SUeIquy, 19j0.9
° Sue
Hed gjjq 5 Quiay
ebio = Hed gy
ot 3 w:wﬁw I
- ’ Hed =o“o
192
S - / oo
- N g = = S
sauab Jo Juadiag S P /
sauab Jo Jusdiag

Biological process

Molecular function

Cellular component

Figure S1. Gene ontology (GO) categorization of DEGs in P. expansum during the early stage of
infection on apple fruits. (a) 6 hai and (b) 9 hai. GO analysis was performed for three main categories

cellular component, molecular function and biological process.
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Figure S2. Statistics of Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment

analysis of DEGs in P. expansum during the early stage of infection on apple fruits. (a) 6 hai and (b)

9 hai. KEGG pathways are plotted on the ordinate, and the enrichment factor (rich factor) is plotted

on the abscissa. The size of points represents the number of DEGs mapped to the reference pathway,

and the color of points represents the g-value.
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Figure S3. Construction and identification of APeclg mutant. (a) Schematic diagram of Peclg
knockout strategy. (b) Amplification of upstream, downstream and Ayg fragments. (c) Fusion
fragment obtained by overlap PCR amplification. (d) Verification of APeclg by PCR amplification

using in and out primer pairs.



