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Supplementary Figure 1. Pathogenicity assays. Detached tobacco leaves were
inoculated with mycelial plugs from C-00 (A and C) and HKA4 (B and D), and then
they were incubated at 28<C for 1 h (A and B) or 3 days (C and D). Only

representative replicates are shown.
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Supplementary Figure 2. The number and expression patterns of differentially
expressed genes (DEGs) involved in secondary metabolite biosynthesis. The
colours correspond to the value of RPKM, which range from green (low expression)
to red (high expression). (A) The Venn diagram showing the number of shared and
specific DEGs between C-00 and HKA4. (B) Expression patterns of the shared DEGs
in the C-00 infection. DEGs in cluster Il, cluster 11l and clusters I, 1V show the
biggest change degree (BCD) of gene expression level at 6, 12 and 20 hpi,
respectively. (C) Expression patterns of the shared DEGs in the HKA4 infection.
DEGs in cluster II, cluster 11l and clusters I, 1V show the BCD at 6, 12 and 20 hpi,
respectively. (D) Expression patterns of C-00 specific DEGs. DEGs in cluster Il and
clusters I, 111 show the BCD at 6 and 12 hpi, respectively. (E) Expression patterns of

HKA4 specific DEGs. DEGs in cluster | show the BCD at 12 hpi, respectively.



Unigenciizs Jnigened01145:
A i c Uniger L
uni peneh 1633
Ui enco 1 Unipens 13056,
Unizencoaz 52 Unigencoon303e,
Unicencota9ss Inigencli) 14896
U 5
o .
o Unigencto 16135 | 'Y
Unizencotusose Unigenct 1 7385
188 [Unigene i Unigencooi721s |¥
Unice
Ui
e
"
v
c-00 HKAY
eneh0s02 |
v eneb01407 1
pench0 1625 1
5 [vm
v
geehO 19155 11X
genc006747
U
Unigeneo011833 |y U
Unigenco011556 Unigencid
Unizenco0as07s
i v N
Unigenei
Unigentd 11556,
D . E Unigens006961 |1 iEEneDIIRTS Unigencia 19570
cncO1 7996, Unizenco016493 v 2061 Unigencoo20:
Unizere0013779 encD014292
cncOn0s1 19 I v
G031 [y o Xt
cncD03057
encOn00s 17
cne001633 1V
cncOnl 1238 encd0) ,
cncOn020v)
cne0l 1741
igenc0n2 154
oot aT13 vin
aencOnl 1575
000973 T
U 5
encD) 1524
nigensD0A07S.
eneD01 7067
encD0] 4294
0222 67
encODSA0 i~ e
jzencOn 114 | Unigenct00T]
acncOn 1653 |V enchO0T98|
enc01 9334 niger
2cncl01 7132 UnigeneD011517
enctD032’ Unigencoasial
jgencon22El nigencdl| 7462
2encODl 6432 011558 =
Unigenco019721 55
Senein 30 ne019120
gene0011591 e
- O 0045 1279 0004590
021524 701253
cncOnosHY 00 11565
ene0120322 Unigene0005271 ineneD0 1 7385
encO01 5701 iencD00008} U
002174 0016251 nigeneld 11903
cO01 2009 o . U
s 006 iene0006650 U
inencD0 10570 U
ene0022375 imencD002] Unigencion4331
cncl1 5510 isenc0008747 Unigenci 10057
i f 5
2243 Unigens00a282s |, Unigencio 17067 X
nigencOnTT10 Unizene0016616
1 Unizene0022015 encD0001SS |1
nigen: Unizenc0015510
nigen: Unizeneotai24n
peneOD 7377 Unigerc0010192
va Unene00016920
Unizere001 3685 encD009792
2| Unizenc0001547 Unigenctd 19300
vin UnigereOl1 1406 v 00023
R encD01 5831 Unipend) 141294
& oS Urigeret001079 [
ix R ne00) Unigeneh0 1341
5 ] Unigencd 10200
ipenc0004d64
x <0068 | ]
I ens001 7161
ooieia]
AT eneb011145 |
L penel3 355 [ XV
pEncbO 12T
ened014071 5
EneONOTos |
peneD0 4596
Unigenc004602
Unigenco020376
[ 00372
i
nigenctO 17354
b0 10632
Unisenconi 840 7554 gencl01696
Unisenconl 3465 | X111
541 |xv
4111
xiv
xv ’
encO00E283 |y il
zencOD1 0261 Unigenco0nss
Urigencon01209 U B
Unigenconi 9966 X1 ensD00GL 3
Unigenconi 7519 I Unigencoon |
Urigencon 9542 Unigenelionoz:
Crigenconi 2038 Unigenet 13968
pene022333 Unigencooo! 110
ene001 35 Unipenctn2326,
nigencD003225 0
EnEDOONTSO
Unigeneobanids
Unigencotal 079 0 vt
Unigens0013487
Unigencd0 15711 e
Unigenco0! 1865
Unigenco09971 X%
Unizencd013919
unigencotarssz | et
01337
imencDO 16158 nigenc001924
iene22091 cenel21047
ineneD001134 Cnct0na1 26
imencD00464
7 D01 1689
nel00565S
10019445
004427
0967 [XXHI
00011458 [XXIV
Unigencd 13309 [xxv
Unigened002308 [
Unigens0006233

S & &
o o \"}@"P‘Q

Supplementary Figure 3. The number and expression patterns of differentially

expressed genes (DEGS) encoding secreted proteins. The colours correspond to the



value of RPKM, and they range from green (low expression) to red (high expression).
(A) The Venn diagram showing the number of shared and specific DEGs between
C-00 and HKA4. (B) Expression patterns of the shared DEGs in the C-00 infection.
DEGs in clusters 11, V, VII, XIII, XV, clusters I, VIII, X, XII, XVI and clusters 11, IV,
VI, IX, XI, XIV, XVII show the biggest change degree (BCD) of gene expression
level at 6, 12 and 20 hpi, respectively. (C) Expression patterns of the shared DEGs in
the HKA4 infection. DEGs in clusters 11, V, XV, XVIII, XX, XXII, XXIV, XXVI,
clusters I, IV, VII, IX; XI, XIHI, XVI, XXI and clusters I1I, VI, VIII, X, XIl, XIV,
XVII, XIX, XX, XXV show the BCD at 6, 12 and 20 hpi, respectively. (D)
Expression patterns of C-00 specific DEGs. DEGs in clusters I, 1V, VI, VIII, XIlI,
clusters 11, VII, X, XIII, XV and clusters 111, V, IX, XI, X1V, XVI show the BCD at 6,
12 and 20 hpi, respectively. (E) Expression patterns of HKA4 specific DEGs. DEGs
in clusters 11, VI, X, clusters I, 1V, VIII and clusters 11, V, VI, IX show the BCD at 6,

12 and 20 hpi, respectively.
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Supplementary Figure 4. The number and expression patterns of differentially
expressed genes (DEGs) encoding candidate effectors. Green, black and red
indicate low, no and high expression, respectively. (A) The Venn diagram showing the
number of shared and specific DEGs between C-00 and HKA4. (B) Expression
patterns of the shared DEGs in the C-00 infection. DEGs in clusters Ill, V, VII, IX,
clusters 1, 1V, X, XII and clusters I, VI, VIII, XI, XIlI show the biggest change degree
(BCD) of gene expression level at 6, 12 and 20 hpi, respectively. (C) Expression
patterns of the shared DEGs in the HKA4 infection. DEGs in clusters I, 111, V, clusters
IV, VII and clusters Il, VI show the BCD at 6, 12 and 20 hpi, respectively. (D)
Expression patterns of C-00 specific DEGs. DEGs in cluster Il and cluster | show the
BCD at 6 and 20 hpi, respectively. (E) Expression patterns of HKA4 specific DEGs.

DEGs in clusters Il, V, cluster 11l and clusters I, 1V, VI show the BCD at 6, 12 and 20

hpi, respectively.
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Supplementary Figure 5. Number of cell wall degradation (CWD) enzymes and
CWD-related carbohydrate-binding modules. The data are from Supplementary

Table 4.
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Supplementary Figure 6. The number and expression patterns of differentially
expressed genes (DEGs) encoding plant cell wall degradation enzymes and
related carbohydrate-binding modules. Green, black and red indicate low, no and
high expression, respectively. (A) The Venn diagram showing the number of shared
and specific DEGs between C-00 and HKA4. (B) Expression patterns of the shared
DEGs in the C-00 infection. DEGs in clusters IV, VI, VIII, VIII, XV, XVII, clusters II,
V, IX, X1 and clusters 1, 111, VII, X, XII, XIV, XVI show the biggest change degree
(BCD) of gene expression level at 6, 12 and 20 hpi, respectively. (C) Expression
patterns of the shared DEGs in the HKA4 infection. DEGs in clusters III, V, VII, XI,
clusters I, IX, XII and clusters I, IV, VI, VIII, X show the BCD at 6, 12 and 20 hpi,
respectively. (D) Expression patterns of C-00 specific DEGs. DEGs in clusters 1V, VII,

IX, clusters Il, V, X and clusters I, Il VI, VIII show the BCD at 6, 12 and 20 hpi,



respectively. (E) Expression patterns of HKA4 specific DEGs. DEGs in cluster I,

cluster IV and clusters I, 111 show the BCD at 6, 12 and 20 hpi, respectively.
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Supplementary Figure 7. The correlation of two antioxidant activity genes being
specifically up-regulated in HKA4 between RNA-Seq and gRT-PCR analyses.
The actin gene was chosen as internal control and the relative gene expression levels
of two genes were determined by RNA-Seq (Red) and gRT-PCR (Blue). Error bars

show standard deviations (SD) from three repeated experiments.



