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Supplementary Figure 1| Phylogenetic tree of P450 genes form 4
species. The gene in Arabidopsis are marked in green, the gene in
capsicum are marked in red, the gene in tomato are marked in
yellow, the gene in potato are marked in blue. The different color lines
represents different clan.



Motif E-value Amino acid sequence composition of motif Width
1 6.2e-2052 NDFEFIPFGAGRRICPGINLA 21
2 1.4e-1831 LPYLKAVIKETLRLHPPVPLL 21
3 2.7e-972 VNVWAIGRDPKIWEB 15
4 1.8e-1110 FAGIDTTSTTLEWAM 15
5 4.6e-879 PEEFKPERFLESDID 15
6 1.5e-859 EDCKVDGYTIPKGTR 15
7 2.8e-1112 ELLKNPEVMKKAQEEIRZVVG 21
8 9.0e-885 AVVELALASLLHHFDWKLPNG 21
9 8.5e-634 SYNGKDIAFAPYGPYWRQ 18
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Supplementary Figure 2| The conserved motifs identified by MEME
tools in CYP450 proteins.
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Supplementary Figure 3| Conserved motifs and gene structure
of the P450 family in pepper. (A) Subfamily classification and
protein motifs of CaCYP members. The nine main subfamilies are
marked with different colors. The colorful boxes represent
different motifs. Motif sequence are provided in Supplementary
Figure 2. (B) Analysis of Gene structure. Green blocks represent
exon and black dashed lines represent intron.
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Supplementary Figure 4| Analysis of the expression patterns of
remaining CaCYP genes in different tissues and fruit development
stages, which is corresponding to Figure 5.



CYP71 clan CYP72 clan

|| a
-, 26YPI8 — - CaCyPa0T
CaGYP3is SakvEsRl
CaCypas ety
- aEYESY aGyYP
S G
A EE S
cacvpial cacvpin
g vy
| | P
CSC¥F‘433 ] 828\43%%
CaCYP443 GaCyP295
S sy
Cagypodr — &aKYE 3
CacYPi7 " GaCYP126
T = Sy
[ GaCyp197 GagYp33b
Catypa7i et
£ s, = S
&a=YpI73 .y CaCyP463
e gon
€agyp15s &a&Yb309
CacyPq CaCYp3i1
CaCYP166 caGcyp8s
CaCyP79 SCYRITS
EagyYP361 acyYp
Catypai4 GakvEs3s
Cagypais Gcvpit
2evel? ! clevesn
J CaCyp217 —] . GaCYP334
CaCyP16h cacype?
5P GacypaRl
CaCYP92 — CaCyp2gs
s . G
1 CaCYP265 | CaCYP291
CaCYP420 CaCypP303
Gacvpans gacvp3or
CaCYP203 I aEYﬂggg
== - s | Gevea
al A0 & A AL A
A S 1 ESAS A & A4S 5,
ESER SR B SR N A
Gagypody W SRR R NN W F
CadYP153
2CYP3%4 CYP85 clan
cakypiaz T
CaCYP419
GaYpaT? - f gacypes
CaCYP90 GaCyP298
CaCYP365 T GaCypee
CaCYP46 I Ca YB313
CaCYP354 aCyPos
- e gl
M GaGYP299
Cacvp1 — cacvpes
A5YP38 CACYPi87
aSYE?g? CaCYP3
CagyPari CaCYpP312
Calypasd GaGvEirs
axvEas) CaGYP3)
" CaGyP4Bd GaCYP160
— ¢ady Gadyp33s
gakvRizE CEeYPs3
CaCyP186 GaCYP222
| CaCyP130 CaCypa7s
 GaCy Gagypos
8a Ygigg CaCYP51
— | CaCYP364 GaGYP240
— | CaCyP421 CaCYP336
GaCYP24s CaCYPE3
CaCYPT08 eI
| Cacvgggg NN Cgc%455
— Gagypids 5 AN AN A8 SRS IS A SRS PUAS B SRS NN 8 G, 500
M CoCYE 140 A A A A
] CacYP176 WY oo REERE WP o0
Gagyp17o
aCvedod CYP86 clan
Ca YP T
| CaEYRAR3 CaCYP119
1 CaCYP15, GaCYP35
&acyP137 | GaGyp241
| Cadyp3ib | Gagvbaes
- §axypsia = oo S hid
! 177 CacYP8d - GaCYP375
Cadypos agvpds
a&YR3g; CaCypagy
Cadypas GakyEds
e S Sl
- GagY|
Gakveon - - cacyplsd
. gakveaze - &aavpies
Cagypady CaGyP3gs
CacyPA%h GaRVEI
gavEald CaCypisa
I aCYP14
CaCYP149 8a8YP97
Cacyp14a . Gacypass
CaCyp142 Cacypar
cacypada gaEyps®
= Y
- 1 CaCYP269 H 828¥E§%8
= ‘ | CECYPATO - CacYP3
CaCYP114 gaCYP127
CaCYP115 aCYP321
= v iy
CgC¥P12(1 8aCYP262
aCY] - aCYP367
al YB]% GaCYP36
GaCYP382 CaC{Paea
i — GaCYP411 = M
- = BEvRiey = = Gevei
o A8 SN A GG PSAS A AR B I
> B 3, SIS, B SIS BTN, 3 SIS TR a8 Safp ™ &akvRlsd
S e, MRy S SIS SIS PN S S SIS 3 SIS S 0
T PP IREE e, 'L\\\@a@é‘@»ooo S AR IS PAIR IR GRS SIS 3 SRt R @A pS
& REERF WREWLLe ow FESEEE SRR RGNy YU
CYP74 clan h WY L
— —— CYP97 clan
T GaGyP383 - H e T ——— I T — CaCYP350
CaCYP447 = N N s CaGYP401
e Eicens
1 1| CaCYP4 Qo o A S CaCYP229
- Ry B AR MR N OCRAA SR
O O IS NN N o) 3 - XX . Yo OV L \
S Y B S T B S0 WA T FL P RERQRE Y w\&@%@%@&g&p
I S ST SO SO B B S o ¥ SOTORNETAN
S TP P PERERRS VNP PR



Supplementary Figure 5| Analysis of the expression patterns of
remaining CaCYP genes in different abiotic stress, which is
corresponding to Figure ©.
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Supplementary Figure 6| Analysis of the expression patterns of
remaining CaCYP genes in different phytohormone treatment,
which is corresponding to Figure 8.
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Supplementary Figure 7| Analysis of the expression patterns of
remaining CaCYP Genes in different virus infections, which is
corresponding to Figure 9.
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