Serine-

threonine/tyrosine- . .

protein kinase Proteinase propeptide

inhibitors Galactose oxidase
- 133:133:1? 20880 Pad18_ 1170 oosg @sso 3:3:11_&%2 Ry :Jm‘-"p%cga 20 l:ld. i
9:3\121 B0 = = "
Padc 5 2048 Policd 371818 438 Podei 22300 \ Palc16ESSA0 18410 4o H1o0 Paide?_a040 3J3:ll taam
PrIeT 4 am J3C1EI 2850 Palic12_d050 __l___,_.l-'icﬁ 4580

1a S0 Pdsta_2610 D T \ ,Iéﬂ R \\ /:,J V418 TR \” _&1 S

Palcil sm...._,.. Podei? 20T \ ':;
/‘// PR32 \-::‘\?n‘:‘a-sﬁi'acﬁ 27 fof | AR 0 Wy 70 Pede2e g / \-::-'541:1& 80P /
- —a = el 017 Palicd 15470
nigl_ cided_BE40 ) o
Tﬁ—_‘J h‘_"-ﬁiﬂtﬂ ™ PEdc1a_ 137 *a1_13R{0 b 35 Q. Prades 19530 PrElc10_1290 nde?2 21630
md 153&0’3‘:” ]

Faeta_g1
Pl 1 am Paderd Baan— 1+ Pich_3A50 , Pfica PR EpdiyB_1 0100 FE1E A 2ism

$e1 309 N 3:1? - . W =750k
Padicii_242 51 dira . Pads1a_ 10T -
i ‘m Foseas 90 Galactosyltransferase < «:£w/ UDP-glucosyltransferase
Poadcl _39640
Po3s18 ‘3 1 18220 -

Pade1d_t da, 3 11870
341:19 1 10 ;;j 14.10030
P =
Padc? 12 3J3c1 _21050
oferns 5318 _20050
Prit 1_2400E12_ 23490
NB-ARC domain
Signal transduction containing
histidine kinase Unknown family Unknown family  family protein
Prdea g0 Paflcs B340 ooy RS0 PR3t 700 o PrdEtE_30430
Puil 21550 _:::::10_15093 PSR \:Hﬁ_ioﬁﬂ w8 a5k a5 wetr T md . \ et 3524 . ﬁ_\im Puded_ 13600 \
Dukﬁ_gw\. .F/_/_._E.':ﬂﬁ_‘&"ﬁﬂ Dum'mz&!é_la?g Pl m.m_\ / e 3J3¢237 A SO7E - - \ 255 1k J 41 55002 0 4450 144 13055761 4 : -d -
oy e Sy . 3?!:19 i) .
pde 0 =nc1 370 / pE 10
/ \DJ L Pk Prds12_28a50 /\ Pod1_2350 Prdstd_1210 \7%1&‘ Padd_13380 ’
Pt Bl d 21 10 ”. - Peidea_ 1500 :m:zz MD :u3=|a 19210 _k\\ Ealicd 1380
’:ﬁcﬁ_m_ia:;m = P o 1R TS0 0 \34301 15850 PUT_FRda s Fa2leiar 2 1 TRT7 TS -,-.,:,;.1.-‘.'.19-:3'

Pp3cd_14710
S

o Polyketide synthase Zinc finger CCCH
Bestrophin/UPF0187 type family protein

Supplemental Fig. S8. Network clusters for sORFs with similarity to more than 4 distinct proteins; Grey and
green nodes correspond to sORFs and proteins, respectively while edges show similarity between them based
on BLASTP results. Protein families shown for each cluster were established based on pfam domain content

and gene annotation data from Phytozome v.12.



