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Supplemental Figure S3. Violin plots demonstrating the effectiveness of normalization and pre-
filtering procedure. Prior to normalization the raw abundance estimates (“raw data”, left) have large
observable differences in total gene counts as well as the distribution of gene counts between samples.
DESeq2 normalization resulted in a far more normal distribution in log2 space (right). Solid and dotted

lines correspond to median and quartile values, respectively.
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Supplemental Figure S5. RT-qPCR analysis of select genes in comparison with RNA-seq gene count

estimations. RT-qPCR was performed in biological triplicate using Bradi_3g14040v3 as an endogenous

control. RT-gPCR relative quantities (RQ) values for each gene are shown on the left y-axis in blue, and



log, scaled DESeq2 normalized gene counts are shown on the right y-axis in orange. Error bars represent
the propagated standard deviation for qPCR, and standard deviation for log, normalized RNA-seq gene

counts. PCC, Pearson Correlation Coefficient.



Supp Fig S8

Supplementary figure S8, this set of figures contains the output of the motif analysis performed by
GOMo (part of the MEME-suite) using the motifs generated in Table 1 of the manuscript.

Cluster 1-1:

INVESTIGATED MoOTIFS
Overview
Motif 7 Logo [7] Predictions 7| Top 5 specific predictions 7]

CC chloroplast
MF transcription factor activity

1 11 CC nudeus
CC plasma membrane
C vy MF ATP binding

MoTir 1 Top
GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biological process, CC stands for cellular component and MF stands for molecular function.
Goterm [ scorel”)  p-value (7] g-value [7] Specificity GO name [* Gene 1D / Rank (25649 genes in total) [7
GO:0009507 9.668e-05 2.652e-07 1.659e-04  20% chloroplast AT5G09760 (7] AT4G19920 [_Q)A 3633530 u_) T3G56140 (24), A 1g§ 810 (29), ATSG16890 (36),
AT3G51510 (40), ATIGE5230 (46), , AT3G48110 (51), ...1957 more...
G0:0003700 2.441e-03 2.652e-07 1.659s-04  ~B3%  MF transcription factor activity ATSGE08S0 (g] 159;] 70 (27), AT4G29000 (3_21, 15619790 (57), AT5G58010 (_z) T1632150 (20),
AT1G38220 (117), AT1G77200 (173), AT5G05770 (174), ...1651 m:
G0:0005634 3.081e-03 2.652e-07 1.659s-04  ~2%  CC nucleus _m_am_(u) _lﬁLZiD_LiZL _5519_10_(51)1 ATSGS8010 (72), _mim_(u&l 'ATSG44500 (159),
AT3G11960 (161), ) AT3GE0490 ( ..1420 more..
GO:0003677 3.496e-03 2.652e-07 1.659e-04 3%  MF DNA binding AT5G60850 (g) zglsaeor 0), AT]GQG].?O( 7) Anqua (52), ATSGS8010 (72), ATIG58220 (117),
, ATIG77200 ( (Jﬁﬁ) 1217 more
GO:0005886 8.383e-03 2.652e-07 1.659s-04  ~1%  CC plasma membrane ATIG07040 (5) T4G24100 [3)1 mggm 0 (56), A 3595@9( a), ), AT3G15180 (127),
), ATAG33625 (208), AT2G02400 (zgz), ~..1175 more..
G0:0005524 8.834e-03 2.652e-07 1.659e-04  100%  MF ATP binding AT1G74330 (9&).. Amﬁmm(m).m_ﬁmg_u:ﬁ), ATIG67510 (191), AT1G49270 (293), AT2G01950 (317),
ATAG31180 (319), AT2G16440 (347), AT1G09620 (388), (638), ...393 more...
G0:0045449 1.427e-02  3.97Be-06 2.134e-03 ~6% BP regulation of transcription ATSGE0850 (6), AT1IG06170 (27), ATAG23000 (32), ATSGS8010 (72), ATLG60300 , AT1G31050 (184),
AT1G68360 (183), AT3G15030 (215), AT1GS4060 (220), AT4G09180 | ) ---536 maore.
G0:0048364 2.263e-02 1.803e-05 8.463e-03 ~22%  BP root development AT2G46930 (292), ATIG62100 (299), AT5G01490 (332), AT5G60200 (483), ATIG01950 (575), AT4G00730 (1034),
ATL1G70940 (1382), ATSG59030 (1621), ) (1950); ...79 more.
GO:0016123 2.4B4e-02 2.678e-05 1.117e-02  100%  BP xanthophyll biosynthetic process ATAG25700 (1558), ATIG03710 (1714), ATSG67030 (1674), ATSGS2570 (3667), .
AT1G31800 (19708)
GO:0006468 3.585e-02 1.252e-04 4.700e-02  ~18%  BP protein amino acid phosphorylation AT1G74330 (95), AT3GS0230 (132), ATAG18640 (138), ATIGEZ510 (191), ATAG23650 (265), ATSG57610 (275),
AT1G49270 (293), AT2G01950 (317), AT4G09570 (394), AT2G31500 (467), ... 246 more.
GO:0005515 3.686e-02 1.395e-04 4.761e-02 ~0% MF protein binding ATAG34470 (1), AT5G41430 (2), ATSG41440 (3), ATSG45770 (4), ATIG07040 (3), ATIG72310 (45), ATIG65040 (56),
AT3G06140 (87), ATAG19150 (111), AT3IG58040 (116), 1137 more...
Cluster 1-2:
InvesTiGATED MoTIFS
Overview
Motif 7] Logo 7] Predictions 7] Top 5 specific predictions [/
2 (S .I. TT 1 MF transcription factor activity
eIl Lleid]]
Motir 2 Top
GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biclogical process, CC stands for cellular component and MF stands for molecular function.
GOterm|”l  score?  p-value [ g-value [ Specificity |7 GO name 7 Gene ID / Rank (25649 genes in total) 7
G0:0003700 1.294e-03 2.652e-07 9.992e-D4  ~B3%  MF transcription factor activity AT1G60250 (1), ATAG00150 :;) ]szgg (7), A ;5; mg( ) T4G01540 ua}, T1G06170 (21), AT1G21450 (23),
AT1G22190 (38), ATAG39410 (47), AT2G23760 (53), .
Cluster 2-1:
InvesTicaTED MoTIFS
Overview
Motif 7] Predictions 7] Top 5 specific predictions 7]
1 ES IA.: 1 MF transcription factor activity
MoTIF 1 Top

GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biological process, CC stands for cellular component and MF stands for molecular function,

GO term score @ p-value 7] g-value [ Specificity [7] GO name [7 Gene ID / Rank (25649 genes in total) [7]
GO:0003700 5.627e-04 2.652e-07 1.000e-03  ~B3%  MF transcription factor activity ATLGE6600 (12), AT4G3B340 (63), ATLG47655 (69), ATLG13300 (78), ATLGI7460 (131), AT3GS0330 (134),
AT4G34590 (146), AT1G76510 (167), ATSG45050 (230), ATSG58850 (250),




Cluster 3-

1

INVESTIGATED MoOTIFS
Overview
Motif 7] Logo 7 Predictions ] Top 5 specific predictions /|
MF transcription factor activity
CC plasma membrane
» 12 CC nucleus
; BP circadian rhythm
BP response to jasmonic acid stimulus
Morrr 1 Top
GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biological process, CC stands for cellular component and MF stands for molecular function.
GO term 7l score 7] p-value @ g-value @ Specificity @ GO name [/ Gene ID / Rank (25649 genes in total) ]
G0:0003700 9.870e-06 2.652e-07 1.661e-04 ~83%  MF transcription factor activity AT3G06490 (4), AT1G18400 (15), AT3G55370 (38), AT2G25900 |
AT4G36730 (130), ATSG49240 |
G0:0045449 9.662e-04 2.652e-07 1.661e-04 ~6%  BP regulation of transcription AT1G18400 (15),
AT5G41030 (198), AT2G21320 (218), ATSG07690 (219
G0:0005886 1.487e-03 2.652e-07 1.661e-04 ~1% CC plasma membrane ), ATPDIL1-3 (30), ), AT4G39350 (63),
AT3G23600 (115), AT5G40370 (131
G0:0016301 3.636e-03 2.652e-07 1.661e-04 ~1% MF kinase activity AT3G05650 (7), AT2G20300 (9), AT3G59350 (11),
AT1G64210 (127), (129), ATSG45810 (
G0O:0003677 3.797e-03  2.652e-07 1.661e-04 ~3% MF DNA binding AT3G06490 (4), AT3G55370 (38), AT3G53920 (77), AT2G38810 (91), AT5G24850 AT2G25900 (110),
AT3G18090 (118), (135), AT4G12620 (.
GO:0005634 4.989e-03 2.652e-07 1.661e-04 ~2% CC nucleus 3 ),
AT4G12620 (138), ATSGS6000 | , AT3G23890 (1753), AT1G68550 (179), -..1420 more.
G0:0007623 1.522¢-02 3.182e-06 1.708e-03 ~6%  BP circadian rhythm AT4G08920 (235), AT4G36240 (259), AT1G59940 (469), AT4G24470
AT2G44680 (915), AT1GE8830 ( ), AT3G46640 (1324), ATSG25830 (1458),
G0:0009753 1.858e-02 7.160e-06 3.363e-03 ~45%  BP response to jasmonic acid stimulus AT3G06490 (4), AT1G28290 (98), AT4G34710 (117)
AT3G16470 (418), AT1G06160 , AT4G23100 (465), AT2G31180 (531), ...110 more...
G0:0007169 2.072e-02 1.034e-05 4.318e-03 ~12%  BP transmembrane receptor protein tyrosine kinase ATSG01890 (100), AT1G64210 (127), AT3G08680 (223), AT2G25790
signaling pathway 2 ), AT3G02880 (731), AT1G51830 (1234), AT3620190 (1466),
G0:0007010 2.623e-02 3.182e-05 1.196e-02 ~2%  BP cytoskeleton organization AT1G68060 (84), AT4G29350 (379), AT2G19760 (483), ATSGE1980 (665), AT2G41740 (1723), AT2G29890 (1945),
4
G0:0006355 2.903e-02 4.747e-05 1.622e-02 ~8%  BP of DNA AT3G06490 (4), AT3G53920 (77), AT4G39410 (126), AT1G68550 (179), AT1G30330 (215), ATSG07690 (219),
(227), AT1G74650 AT5G07700 (283), AT3G57600 (300), ...622 more..
G0:0004674 3.365e-02 8.433e-05 2.641e-02  ~11%  MF protein serine/threonine kinase activity _5_6_0.1_&9_0_(.19&), A_IQLZLO_(HZL L}ﬁﬂ.&ﬁ_@_(m). AT2G25790 (254), AU_QZM_(J.ZI), AT2G26980 (330),
), AT3G02880 (731),
Cluster 3-2:
INVESTIGATED MoTIFs
Top 5 specific predictions 7/
MF transeription factor activity
CC nudieus
CC plasma membrane
85 regulation of transcription, DIVA-dependent
MF protein serine/threonine kinase activity
MotiF 2 Ton

Serms sce shown o g f s moe spackic GO trm wes wso ignifcntly sssocatad it ths mat, The most speciic GO terms s shown i lac.

5 stands for togpcal orovees, &

GO term [7] pevalue 7 g-value 'ﬂsm
o ~83%
;i Se-05 ~2%
50:0003677 6555e08 3%
i 5555605 6%
" 6.5550-05 ~1%
i 6.555e-05 ~8%
;i 6.555¢-05 ~11%
500016301 6585005 ~1%
G0I0007169 3.326e-04 265207 6.555¢-05  ~12%
50:0008268 1.278e03 2652607 6.555.05  ~18%
GOI0003515 1341603 2652607 655508  ~O%
500007523 4016603 2652607 6.5556-05  ~6%
510009908 9.1626-03 2.652e-07 6.55Se-08  ~13%
500048355 9.7926-03 2652e-07 6.5556-05  40%
1307¢:02 2652007 6.555¢-05  100%
G:0009414 143202 1.591-06 3.687e-04  50%
00737 1%e02 3447006 TS0t ~i%
GOI0003736 1.690e-02 3.713e-06 7.647e-04 1
500004727 1.839€-02 5.834e-05 1.138e-03  ~54%
GOI0009944 2.066e-02 1.087-08 2016e-03  100%
500009737 2.4106-02 2.121e-05 3.745e-03  60%
GOi0008826 2.587e-02 2.997¢-05 5.0506:03  ~12%
GOI0009751 2.870e-02 4.747e-05 7.415e-03  50%
§:0004672 2876602 4900605 7.4150-03  ~S%H
GOi0043565 2.944e-02 5.436e-05 8062603  ~12%
G0:0009540 3.012-02 5.887e.05 8.395¢-03  ~91%
500009753 3.089e-02 6.470e-05 8.885e-03  ~ast
£0:0007010 3.264e-02 7.955€-05 1053602 ~2%
600009741 3.306e-02 8.433-05 1.078e:02  ~67%
GO:0010051 3.709€-02  1.313e-04 1.622e-02 ~55%
SOI0016563 3794602 1.458¢-04 1744002 ~29%
GO:0006813 4.430e-02 2.829¢-04 3.278e-02 ~73%
600010154 4607602 3.363¢-04 3.776e:02  ~19%
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signaling pathway
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Greadian rhythm

flower development.
feaf development

ATP binding
response to water deprivation
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BP cytolinin mediated signaling pathway

ottt
polarity specification of u.nwabmi

response to abscisic 3cid sumulus
o
response to salicylic acid stimulus

eotein kinase actiit
ce-spectic ONA binding

photomorphogenesis
response to jesmonic acd stimulus
vtoskeleton organzation

response to brassinosteroid stimuius
xylem and phioem pattern formation

yscription activator activity
otassum ion transport

fruit development

Gene 1D / Rank (25649 genes in total) [
AL4G01520 (8), ATIG47600 (21), ATIGSSI70 (28), ATSG403I0 (33), AT4G6260 (39), AT2G45160 (40), ATAGESI10 (41), ATSG43220 (53), ATLG28420 (57), AT4GA4270 (53),
AT3G55370 (23), AT2G46020 (30), ATIG13960 (36), (38), AT4G36260 (33), ATIG13740 (46), AT4G17050 (50), ATSG43270 (53), ATIG28420 (S7), AT3GO7650 (7),

1651 more..
57), 120 more.
AT1G63480 (16), ATIG47600 (21), ATIGESITO (28), AT2G46020 (30), ATSG40330 (38), AT4G17950 (50), ATSGE3270 (53), ATSGIEEO (64), ATIGI2240 (65). AT4GI2730 (72), ...
ATIG47600 ( AT2G4S160 (40), AT5G43270 (53). ATSGII660 (6d) 57), AT4G32730 (72), ...

ADSLZHU

AT1G48450 (95), AT2G15250 (105), AT3G20190 (145), MILL ATSG12480 (279), ATSGO1890 (314), AT4G20130 (318), ATSG23580 (331), AT4GI8710 (475), AT:
AL3IGE3S30 (25), ATSGSASS0 (35), ATSG40330 (38), ATLGSS270 (43), ALIGZ3950 (4d), ATAG1A240 (46), ATIGOEESD (48), ATIGIAIA0 (81), ATSGIIEEO (64),
B 15617300 (969), ), ), &T4G24470 (1359), AT3GS4810 (1502),
Aﬂ.ﬁmﬂ_(ﬂ% ATSG37020 (209), ATSGA5190 (238), AT2G38110 (242), ATIG0330 (302), AT2G21540 (345), ATLG24260 (629), ATIGS4S60 (928), ATIGEI260 (1072), ATSGE2440 (1111), .70
more...

ATIGAASLOE STIRNI D ATIRSID R ATILSULE STISIIILISS ATIGINS B ATSEIUAL D STIALITL S ALGIIILLD AN A T
Ammu.(m WL A11G48480 (95), mmmm AT3G22880 (132), ATIG20190 (145), ATSG10020 (187), AT2GO1460 (217), AT2G0I690 (223), ATSG44800 (258),

...393 more.
AT3IGOS760 (51) (212), AT3G20310 (354), AT1G27320 (486), ATSGS2310 (490), AT2G40220 (598), AT2G47800 (681), AT3G02480 (785), ...152 more.
412615790 (19), _:su_u.l._zz _ag.o:m_uw _mmz) MJ_L _‘Lzs.:z_m(m), _m(zm _'zmum, _xssu_o.m_) _:mnm_:, - isv more,
AT2G04280 (104 ), AT1G49130 (558), ATSG10720 (S74), 1, ATAGS9840 (852), AT4G31920 (1070}, ATAGL0470 (1318), AT2G25180 (1336), .29

7 ) 246
23), --1137 more...
)

more...
ATIG47810 (45), AT1G72770 (233), ATSG10740 (269), ATIGO6270 (407), ATIG17790 (477), AT2G42500 (481), ATIG57820 (512), ATIG12620 (521), ...133 more...
_DHZZAL(H) Ammmm, A_snm_uul AT2G41370 (274), AT2G24710 ($85), ATIGS9180 (726), AT2G27630 (2454), AT1G23420 (3189), ATIGI0490 (4477), ATIGES620 (4599), .6

AT3547600 (21), ATIGLY740 (48), ATSGSMED (108, 168), AT1G69700 (1711, ), AT1G29305 (54),
A12646020 (30), ATSG10450 (133), _"ZGIMLLLL _u.mzmx_). _im(nﬂ, mmmm) Mﬂm _?zsﬂm(m) _&m&l_u.l. AT3626020 (317),
AT3G42600 (21), ATAG74650 (363}, AT2GI650 (1263 ) AT1G14790 (1367), ATAGOSALD (1374), ATSG43570 (1479), ATSGES790 (1608), ATSG4S030 (1815), mmn.mm

£73613360 (51), AT5G54380 (201), AT3G01200 (227), H_GnaumL J.u_&un ATSG01920 (613), ATSGS5910 (§36), ATIG48750 (685), ATIGO9970 (769), AT2G26950 (508), ...139 more..
AT3G19510 (334), AT4G40060 (400), ATIGES780 (399), ). AT1603970 (1865), AT2G46270 (2154), ATSGO2030 (2457), AT4GO1120 (2767), AT4GIE730 (2915), ATSGE18S0 (2884), .19

mm).WLMWLW AT1G69640 (1305), ATIG02090 (1626), AT2G46370 (1861), ATSGITSE0 (2276), AT2G4S430 (2849), ...30
mlm.(m AL3G06490 (168), ATSG0I280 (254), ATIG16470 (294), AT4GI4710 (302), AT2G28900 (964), AT2G36890 (1269), ATIGOSS10 (1374), AT4G12030 (1389), ATSG36050 (1828),
Sapmiien SLeRILLL Il Dl el L T il slp Dl Ll i L3 Mndn
1136, ATSGS4380 [201), ATSG04240 (2481), ATIGE1460 (2650), AT4GIA160 (3587), AT4G00720 (4401), AT AT2G44080 (4622), ATIG48430 (6158),
WO!LWLW@WMWM ATIG1S750 (1467), ATIG12950 (1515), ATAGO4550 (1705), ATSGO2030 (2457), AT4GI9403 (3153), .8

12 more...
_mmum. AI_‘&ME.WJ.L}L _V:.mau;.mv _uemum), AT4G40060 (400), ATGI2040 (461), AT2G02540 (501), ATIG40220 (£98), ATSGO4210 (706),
ALIEIS&&(IZ)- AT3G02350 (§41), AT2G30070 (844), AT4GI0940 (1062), ATIGO20S0 (1143), M(MDL muam

AFicisna0 (6s), ATSGE0810 (505), AT2G20350 (918), ATAG14480 (1311), ATSGO0180 (1879), ATSGO20ID (3457), ATIGE18SD (5522), ATAGIE30 (588%), ATSG20480 (6173), ATIGI7580 (A26S), ..

218 mor

103 more...
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-3:

lﬁc 2

INVESTIGATED MOTIFS
Overview
Mot 7 Logo 7
2
Momr 3

GO term

s are shown in grey if a more specific GO

MF transcription factor activity

CC nucleus

MF proten binding

89 regulaton

of Hanscription, ONA-dependent
.

CC plasma membran

term was also significantly associated with this mati. The most specific GO terms are shown in black.
87 stands for biological process, CC stands for celiular component and MF stands for molecular function.

GO term B GO name 7] Gene D / Rank (25649 genes in total) 7
i #F transeription factor actity 414632040 (25), ATIG08010 (51), ATSGO3520 (S3), ATSG43290 (55), ATIG47600 (68), ATSG40330 (69) 82), AT3G10040 (56), ATIGO1600 (125), AT4G28530 (128),
7. CC nucleus AT4G32040 (25), ), AISGE0830 (109),
G0:0003677 1.715e-05 3% W ONA bindn B =t M{mm@. L _&mu_),_xgmg.um P ey
5152004 1403e-04  ~6%  BP regulaton a raacrpton 3640330 (69), AT4G32230 (82). , 13657920 (249), AT4GIS000 (263), AT1G24625 (284
GO:0005515 4.467e-04 1.403e- ~0% MF protein bir 23), ML). mmux l N Lﬁﬂim.ﬂm AT3G26580 ( AT4G13820 (170),
; 1586e-03 140304 8% 85 repuiaton o transcrption, DNA-dependent Eaomet sneinis 011 aaaing 40) SLonac (0 Tigine e AT U] STl g allorsa ey Tt i ATiGi0uID et
3.258e-03 1.403e-04 ~1% CC plasma membrane (74), AT2G22125 (132, (205]
50i0009507 1.3346-02 1374603 20%  CC chloroplast ARSI AE SHeN | Srieianie a1) Sracausis (a3, ATGTH a7, iCRR 108 B
6010003777 1.:637e-02 2074603 80%  MF microtubule motor schvity a3 ). ATSGE5230 (326), ALIG2670 (3308), ATAG21230 (1509), ATIG45850 (1585), ATSG47820 (1263), ATSG27550 (2042), ATSG42430 (2479), ATSGE230 (26401, ATIG23220 (26611,
moe
GO:0016563 2.080e-02 1.379-0S 5.108¢-03 ~29%  MF transcription activator activity w)r AT4G40060 (136), AT3G13960 (157), ATSG65310 (256), ATSGS3660 (444), ATSGA7670 ($45), AT2G02540 (708), AT2G47460 (1259), ATIG49590 (1301), AT2G22840 (135S), -..100
GO:0010158 2200e-02 1856605 6252e-03  100% 8P abaxial cel fate specfication AT3Gie50 (374), AT4G00180 (782), ATAGORES (1464), AT2G4510 (1229), ATSGISSS0 (1389), ATIGE8480 (1368), AT2GI2860 (4263)
G0:0005524 2.431e-02 2.599¢-05 8.023e-03 100%  MF ATP bindiny AILG.Z_ISILLIL _uﬁm.zn_(um, ATSG44800 (188), AT1G14000 (303), AT3G20040 (305), _ILﬁﬁill\L(mL M}EJ AT2G46020 (334), AT1G0S120 (358), ATSG4SE00 (390), ...393 more...
60000874 2.677e-02 3713605 1.088e-02  ~67% B response to sucrose stimulus ), AT5G20270 (512), AT4GI0850 (55), ATSGS1670 (804), ), AT2630470 (2624), AT2G23460 (2853), ATSG03840 (3112), ATIG61800 (3163), -
G0:0004842 2.831e-02 5.012¢-05 1.251e-02 ~67%  MF ub-wmwpmm 119 tvity m:sm.u), AT3GS4650 (54), ATIG24800 (86), ATSG25760 (118), ATIG4S05D (217), AT4G33160 (416), AT2G47700 (610), ATIGE3S30 (617), AT2G42620 (813), AT4GIAE00 (B44), ...183 more...
00009944 2.838¢-02 5.065-05 1251602  100%  BP px on o adaxia/abaxialsxis  ATIG23420 (450), ATIGE9180 (1344), AT2G43190 (191), ATSG16560 (1988), AT5GE0690 (2067), ATIGA1270 (2524), ATIGA0480 (2553), ATIGS7130 (2244), ATIGI240 (3907), ATIG8S420 (4663),
G0:0000738 2.915¢-02 5.675¢-05 1.31de-02 100%  BP absosic acid mediated sgnaling pathway ), AL1G18890 (107), ATSGES310 (256), AT1G69270 (277), AT2G28350 (355), ATIG11410 (1186), AT2G26300 (1254), AT2G41070 (1296), ATSGS3160 (1362), ATIGS7530 (1424), ..
6010010599 3.0300-02 6.603-05 1439602  100% B2 production of IKRNA involved in RNA interference ATLGE3440 (2762), ATSGI0320 (3716), ATIGD1040 (4548)
GO0048384 3.1526-02 8353605 1719e02  ~22% B root development AT3616785 (261). ATIGASEA (1), £T3622400 (852), ATAG8AS0 (1004, ATAG4630 (1113), ATAGI390 (1403), ATAG23080 (1452, ATAGRAS50 (1739, AT4GIATA0 (1775), AT2G39800 (2053, .7
600048451 3.419¢-02 1.098e-04 206302  ~B6% 8P ovule development Alleinmml. 'ATSG52230 (1041), AT1G43850 (1523), ATSG42630 (1699), ATIG24260 (1857), ATSG16560 (1988), ATSGS1410 (2408), ATIGO2310 (2500), ATSGE2000 (3616), ATIG32240 (3907),
“aimore...
600009749 3.433e-02 1.114e-04 2.063e-02 ~64% BP response to glucose stimulus ) (804), AT2G26300 (1254), ATSGE4750 (1592), AT2G23460 (2853), AT2G19450 (3029), ATAGE1800 (3189), ATAG74670 (3642), AT2G40220 (4241), ATIG20950 (4305), AT2G28900 (4626),
more...
GO:00100S0 3.686e-02 1.477¢-04 2.606e-02 100% B vegetative phase change MLIL _m&m_x. _IMR_GI), ATSG20320 (3716), AT2GI3860 (4263), ATIGO1090 (5139), ATSG23570 (23954)
G0i0048366 3.847e-02 1.806e-04 3.0116-02 89 leaf development 412631070 (288), AT2G28350 (355), ATSGS1660 (444, AT4G14720 (566), AT3G61630 (758), ATAGOAIQ (1247), AT2G22840 (1055), ATIG48430 (1464), ..
Y
60:0005737 3.8840-02 1.870e-04 3.0110-02 ~1% CC cytoplasm A!me‘_i), MEL _TZGJZ_ISLLI!SL _ts.&ujmzm. ATSG17020 (219), ATSG18580 (222), AT4G0S520 (301). _IQ.IM(ZI) AT4G34940 (380), AT2G41860 (469), ... 460 more.
GO:0035196 4. 2.116e-04 3.266e-02 ~95% B8P :vMWANA of mRNAs involved in gene silencing AT4G20910 (1031 {3716), ATIGO1040 (3548), 12301, ), A13G43920 (14928), ATIG49300 (20413)
m
G0:0016564 4263e-02 2726604 4.0406:02  ~33%  MF transcrotion repressor actvity £T1G18750 (507), AT2636080 (549), ATIG4SS0 (1239), ATAG11650 (1939), AT4GI28S (2252), AT2G20470 (2624), ATSGE3220 (3204), ATAGI4550 (3683), ATIC20010 (3792), ATIGSDRD (4305),
mor
GO:0004674 4.394e-02 3002604 427702 ~11%  MF protein serine/threonine kinase activity ATSGS8140 (70), AT3G05840 (121), ATIGO9S70 (150), ATSG03730 (290), ATAG4B480 (324), ATSGAS800 (390), ATSGO1890 (462), ATIGE3430 (639), ATSGE2210 (239), ATSG47760 (267), ..164 mere...
GO:0000008 4.573e-02 3.543e-04 4,861e-02 ~13% B8P flower development AI%?MHMLLU, AT4G31820 (338), ATSG67440 (1063), ATSG57360 (1215), AT3G23130 (1623), AT1G30330 (1657), AT1G67260 (1782), AT3IG61970 (1803), ATIG24260 (1857), AT1G22770 (2129),
70 more.
InvesTIGATED MoTIFS
Overview
Motif [7] Logo 7] Predictions | Top 5 specific predictions 7]

il

MF transcription factor activity

CC endomembrane system

MoTrF 4

g

G0:0012505 2.197e-02

2.652e-07 1.000e-03

1.777e-05 3.350e-02

GOterm[?  score@  p-value ] g-value 7 Specificity (7]
GO:0003700 2.191e-03

~83%

~2%

GO name (7]
MF transcription factor activity

CC endomembrane system

GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biclogical process, CC stands for cellular component and MF stands for molecular function.

Gene ID / Rank (25649 genes in total) (7]
) ﬁ]’iﬁiﬁﬂiﬂ.{lﬁl,

AT3GS51644 (1), arzmam_um AEQZ}.E.MJ.). .‘\_J.Es.BAﬂD_(ZJ.L L}Emlll(i&], &IEQJ_LQS_(H),
ATAG13968 (54), AT1G32970 (58), AT1G28605 (73), AT5G15725 (82),




Cluster 3-5:

INVESTIGATED MoOTIFS
‘ Overview
Motif 7] Logo 7 Predictions 7] Top 5 specific predictions 7

MF transcription factor activity
CC endomembrane system

BP response to auxin stimulus
MF polygalacturonase activity
BP oligopeptide transport

-l -

MoTrF 5

BP stands for biological process, CC stands for cellular component and MF stands for molecular function.
GO term 7l score”  p-value [”] g-value 7! Specificity 7] G0 name 7/
G0:0003700 1.982e-08 2.652e-07 1.663e-04 ~83% MF transcription factor activity
G0:0012505 7.573e-06 2.652e-07 1.663e-04 ~2% CC endomembrane system
60:0045449 1.022e-03 2.652e-07 1.663e-04 ~6% BP regulation of transcription
GO:0009733 2.324e-03 2.652e-07 1.663e-04 ~43% BP response to auxin stimulus
GO:0003677 4.741e-03 2.652e-07 1.663e-04 ~3% MF DNA binding

G0:0004650 8.602e-03 2.652e-07 1.663e-04 100% MF polygalacturonase activity
GO:0006857 1.913e-02 7.160e-06 3.850e-03 ~45% BP oligopeptide transport
G0:0005975 2.259e-02 1.538e-05 7.236e-03 ~0% BP carbohydrate metabolic process
G0O:0006355 3.032e-02 6.126e-05 2.562e-02 ~8% BP ion of iption, DN/

GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.

AT3G30260 (2), AT1G13300 (3), 3 , AT ), AT1G73410 (101),
AT5G67010 (111), AT2G46970 (, ), AT4G30180 (158), ...1651 more...
AT3G48740 (7), Am(xé}b AT2G33175 (17), AT1G06135 (18), AIZ%)&}?BJL( ), AT1G23350 (43),

) 3 more.
AT1G13300 (3), AT2G46970 (118), AT4G30180 (158), ATAG37850 ( ), AT5G61620 (231),
AT1G20910 (234), AT1G69690 (247), AT2G26580 (266), AT1G46480 (377), ...536 more.
AT5G18060 (23), (27), AT1G72430 (54), ), AT3G03850 (355), AT3G28860 (374),
AT5G18020 (382! (400), ATSGS7560 (444), AT4G33880 (464), ...244 more...

). ) e .
AT3G30260 (2), AT1G13300 (3), AT2G36890 (57), AT1G74430 (70), AT1G43160 (76), AT1G73410 (101),
AT5G67010 (111), AT1G71130 (139), AT1G12630 (162), AT4G37850 (171), -..1217 more...

AT2G36890 (57), AT1G74430 (70), AT1G43160 (76), , AT5G67010 (111), AT1G71130 (139),
AT1612630 (162), AT5G62320 (177), AT2G40750 (183), AT1G35490 (192), ...622 more...



Cluster 4-1:

INvesTIGATED MoTIFS

mambrane
85 regulation of transcriticn, DilA-dependent
W protein serine/threcrine kinase activty

Morr 1 T
s R in ack.
25 siands for b e .
Goterm 1] scorell) = 0 namell Gene 1D / Rank (23649 genes in total) [
§010003700 8.926e-13 MF transcription factor activity AT4G01320 {9), AT2G47600 (11), ATIG0230 (14), ATAGI2720 (20), ATG10040 (23), AT4G40060 (29), ATIGR7660 (44), ATIGT7930 (38), AT2G23180 (66), mmmm) 1631 more...
G01000%634 1.3¢ ©C mucieus (14). AT4G179%) (16), AT4G40960 (2%), AT, - ATIG12960 (24), AT2G2710 (61), ATG22180 (£6), ATICGO7290 (78], AT2GLE960 (87).
010002677 1.083e-06 MF ONA binding ATIG42600 (11), s_mm.\u gmm:y.iu\ AT1062480 (18}, mm mmzum AT4G)4400 (77), _DMJ.E) ATSG42270 (104), ATSGIN000 (10%)
90:000308¢ 3.33%- CC plasma membrane A
S000cerss 1515004 ® < taracrston, ONA-degpendert
Goigpasass 1731004 B repuieton of iraracrgtion
GoiceErs 1394003 ME proten sersa/threcnas inste activity
Soioedases 194203 55 ot Covelagmant
o e 1% srotan binding
Sowme ¢ 26 5 creadan mthm
§2.2002777 S.szhrn: L activity
SOI0006468 7.084e-03  2.652¢-07 03 B9 proten amino acid phosphorylstion
SOi0016367 7.573e-03 5.304e-07 1.401e-04  ~29% WP activity
2010007168 7915003 1% 09 wanamembrane recestor rotein tyrosine knave &
3gnatng patheay
Go0mane 1137002 1004  wr TP by
11860 00% 8 soechcaton nhd.n-l/lb-w iy
Z35% 85 rviem end shioam pettem
TN 5 s regaton of ramcen
7% B> raponte to hecross simaber
Tei% B> reaponte to auum stimis
“i% M linaie actuiy
55% 5 ouuie developmant
preg
T1% B9 ower deveiomant
wa2% B2 st morphogenes:
0% B> abwoi cell fae specicaton
-iw o
T WP pretin anewe scivhy
an W oA
300% B cytokinin medatad sgnaing pathvay
“30% B> magative regulation of ranscrgton
3.4430-04 ~22%  OC ubiguitin ), AT2G42620 | ATIG45240 (34211
3.501e-04 4 371e-02 ~51%  BP s ADS:BMBAL AT2G28250 (636), ATAG34720 (320), AT4GI4ALD (326) mﬁ:nzum\ AT2G45270 (1033). mmuwn AT4G08320 (1486) ATIGLI2E0 (1636). ADEMJHZJ
InvesTIGATED MoOTIFS
Overview
Motif [7] Logo [T ictions 7| Top 5 specific ictions 7/
, CC chloroplast
CC nucleus
iz i2 9 CC plasma membrane
CC respiratory chain complex T
oGV 7 MF transcription factor activity
MorrF 2 Top

GO term 7 score "
GO0:0009507 8.026e-05

6010005634 5.480e-03
GOQ:0005886 6.040e-03
G0:0045271 1.456e-02
GO:0003700 2.026e-02
G0:0016301 2.048e-02
G0:0004674 2.499e-02
G0:0007169 2.927e-02
G0:0003723 3.612e-02

p-value 7| g-value 7/ Speqﬁdty ]

2.652e-07 3.312e-04
2.652e-07 3.312e-04
2.652e-07 3.312e-04
4.243e-06 3.974e-03
1.034e-05 6.458e-03
1.034e-05 6.458e-03
2.493e-05 1.334e-02
5.198e-05 2.434e-02

1.199e-04 4.990e-02

~1%

~11%

~12%

cc
cc
cc
cc
MF
MF
MF
BP

MF

GO name [/
chloroplast
nucleus
plasma membrane

respiratory chain complex I

transcription factor activity

kinase activity

protein serine/threonine kinase activity
transmembrane receptor protein tyrosine kinase

signaling pathway
RNA binding

GO terms are shown in grey if a more specific GO term was also significantly associated with this motif. The most specific GO terms are shown in black.
BP stands for biological process, CC stands for cellular component and MF stands for molecular function.

Gene ID / Rank (25649 genes in total) |

AT1G11520 (12), ATSG40610 (18), ATSG07020 (41), AT2G30020 (92), AT1G22700 (95), AT1G32900 (105),
AT4G33130 (116), AT5G55610 (124), AT5G10920 (131), AT1G35680 (151), ...1957 more...
AT2G38940 (11), AT3G23890 (15), AT3GS5320 (24), ATSGE4960 (65), AT3G22170 (87), AT1G26960 (88),
AT1614130 (93), AT4G24020 (130), AT2G26990 (142), AT3G23050 (145), ...1420 more....
AT4G23460 (5), AT1G77740 (63), AT5G10020 (83), AT1G34300 (84), AT4G10170 (107), AT1G63110 (133),
AT2631820 (154), AT1627320 (172), AT3G06035 (175), AT4629900 (197), ...1175 more...
AT2G02050 (696), ATSG67590 (759), ATSG40770 (1050), AT2G31490 (1069), AT2G02510 (1265), AT2G47690 (1397),
AT1G67785 (1640), AT1G47260 (1715), AT1G76200 (2077), AT5G08530 (2341), ...35 more...
ATS5G13180 (20), AT2G02450 (46), AT4G29000 (49), AT1G12860 (59), AT1G29950 (74), QHMIL(ZQ)
AT3G22170 (87), AT1G26960 (88), AT5G04840 (89), ATSG39700 (103), ...1651 more...
AT5GS6040 (43), AT5G64960 (65), AT1G34300 (84), AT1G09600 (102), AT1G51790 (132), AT3G45390 (137),
AT5G12480 (146), AT1G48480 (186), AT5G58300 (206), AT2G38910 (219), ...899 more...

AT5G10020 (83), AT3G49670 (122), ATSG45840 (134), AT1G48480 (186), ATSG47760 (202),
ATSG58300 (206), AT2G16250 (235), AT1G53730 (317), AT1G21210 (497), ...164 more...

AT1G69250 (111), AT5G18810 (152), AT3G03920 (161), AT1622240 (182 AIZQZZIQAL(‘IK)‘ AT4G36690 (226),
AT2G17510 (333), AT1G12800 (401), AT2G43370 (518), AT5G23080 (523), ...309 more...




