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Figure S1. Principal Component Analysis (PCA) plots for two weeks-old and at bolting tran-
scriptomic data. PCA were constructed from ClustVis [1] with Singular Value Decomposition (SVD),
no transformation criteria. SVD with imputation was used to calculate principal components. X and
Y represent principal component 1 (PC1) and principal component 2 (PC2), respectively, with a cer-
tain percentage of the total variance analyzed.
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Figure S2. Gene ontology (GO) enrichment analysis of cid3cid4 vs Col-0 mi-
croarray data. GO classifications are based on PANTHER Classification Sys-

tem [2].
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Differentially expressed profiles of genes regulating flowering time

Experiment
Two weeks
atBalteng
Two weeks
at Baltng
Two weeks
atBalteg
Two weeks
atBalteng
Two weeks
atBalteng
Two weeks
2t Balteng
Two weeks
tBaltng
Two weeks
atBalteng
Two woeks
tBaltng
Two weeks
2t Balteng
Two woeks
atBaltng
Two woeks
tBaltng
Two woeks
at Baltng
Two woeks
atBaltng
Two weeks
t Baltng
Two woeks
atBaltng
Two woeks
at Boltng
Two woeks
atBaltng
Two woeks
t Baltng
Two woeks
tBaltng
Two woeks
atBaoltng
Two woeks
atBaltng
Two woeks
2t Baltng
Two woeks
atBaltng
Two woeks
atBoltng
Two woeks
atBaltng
Two woeks
at Baltng
Two woeks
at Balteng
Two woeks
atBolteg

T

AT1065480.1
AT1065480.1
AT2045660.1
AT2045660.1
ATS5G10140.1
ATS5G10140.1
AT4G35900.1
AT4G35900.1
AT1G30950.1
AT1G30950.1
AT4G11880.1
AT4G11880.1
AT1069120.1
AT1069120.1
ATIG54340.1
ATI054340.1
ATS5G20240.1
ATS5G20240.1
AT1G26310.1
AT1G26310.1
ATSG158002
ATSG158002
AT3002310.1
AT3002310.1
AT1G242602
AT1G242602
AT2003710.1
AT2003710.1
ATS004275.1
ATS004275.1
AT4G18960.1
AT4G18960.1
ATS5062430.1
ATS5062430.1
AT1069570.1
AT1069570.1
AT1069572.1
AT10G69572.1
AT1065480.1
AT1065480.1
AT2046790.1
AT2046790.1
ATS5G24470.1
ATS5G24470.1
ATS50601002
ATS0601002
AT5002810.1
ATS5002810.1
ATSG287702
ATSG287702
AT20G40080.1
AT2G40080.1
AT2G29950.1
AT2G29950.1
AT2006255.1
AT2006255.1
AT2G40080.1
AT2G40080.1

Gene Symbdol
FT

FT
S0C1
S0C1
c
FLC

B4R IEREEE 55D

X4
714611
159146
837.16
238336
1059.14
439909
103.159
931928
293135
640816
183393
223263
246186
833457
246234
306.506
47413
1069.37
235066
266122
392464
234258
272646
151844
142965
175476
346352
85.1488
6.72058
229713
275358
104821
239803
936.12
660646
133433
121716
145452
714611
159146
177808
21111
465182
946033
51.1127
152015
244408
148493
2004.58
471202
42,9306
116318
629919
126676
332535
304968
42,9306
116318

3x4-2
491756
147978
809.1471
2296
10224
47458
179955
244579
2397
758554
17.1485
2405
240836
799078
251359
273989
421952
105897
508469
22253
411416
217816
7.16261
157346
153006
174017
3323y
809535
774533
252518
kR
101205
253081
104808
738292
133194
10335
138047
491756
147978
169351
332125
461224
731747
662959
148396
273735
139705
2021
488.155
4645
11759
615902
130468
309485
32006
4645
117589

WT.1
61.1914
100315
256161
253421
128451
726524
248234
71145
132538
387626
646117
479328
36685
1215%
669726
71672
190419
129563
116813
321497
581306
54248
284525
210714
415416
302245
904303
163248
841801
350481
41480
161
113879
100397
641789
12662
488293
199177
61.1914
100315
553521
198507
139695
665439
2387014
227037
318467
153479
131728
207043
23M9
223117
33633
1903
20971
994721
239
23117

WT-2
649579
107 675
246217
237255
119505
737458
589506
820658
867829
375375
7.90087
396903
344649
122851
651255
B0
170992
134082
131178
335862
52 5451
560 039
345913
218478
451284
311459
100 269
165.187
2697
657063
%97
124 604
1051.19
954 425
704 386
129527
454072
195841
649679
107 675
612201
201675
139047
833457
226456
421628
33058
150581
139362
200027
636302
26122
312473
200078
198 %08
101.358
636302
26122

Differentially expressed profiles of genes regulating leaf dynamics

Experiment
Two weoks
atBaitrg
Two woeks
at Boltng
Two weoks
atBaitng
Two weeks
atBaiteg
Two weeks
atBaitng
Two weeks
atBaitng
Two weeks
atBaitng
Two weeks
atBaitng
Two weeks
atBaitng
Two weeks
at Baltng
Two weeks
at Baltng
Two weeks
2t Baltng
Two weeks
2t Baltng
Two weeks
at Baltng
Two weeks
2t Baltng
Two weeks
at Baltng
Two weoks

TargetName

ATS041663.1
ATS041663.1
ATS001747.1
ATS001747.1
ATS046845.1
ATS046845.1
AT3061890.1
AT3061890.1
AT10672602
AT1067260.1
AT3005690.1
AT3I005690.1
ATS006510.1
ATS006510.1
AT2040740.1
AT2040740.1
AT1062300.1
AT1062300.1
AT3001970.1
AT3001970.1
AT4G18170.1
AT4G18170.1
AT4001250.1
AT4001250.1
AT4G31800.1
AT4G31800.1
AT2G30250.1
AT2G30250.1
AT4G23810.1
AT4G23810.1
ATSG13080.1
ATSG13080.1
AT3G29035.1

Gene Symbal
miR319
mR319
mR164
miR164

NF.YA2
NF.YA10
NF.YA10

X414
343549
318695
594618
112533
247442
126167
126191
7592.06
32648
240794
306.366
631.988
98.5012
338065
104289
408288
151593
415409
170.781
354.181
331816
61.095
1364.19
222678
831422
28793
290278
831682
115%6.7
297361
352439
263576
92.3481

3x4-2
230485
298801
807917
9923
541442
107663
132156
766533
387448
246556
301.703
62732
11524
31707
116276
380024
144259
L1799
173266
371972
306641
635704
136978
2179
855232
276738
303457
831945
11579
2048824
348518
271818
873304

WT1
124942
940572
17.7961
55108
292718
248841
1461252
13495
6337
16076
206399
175139
674283
559449
862083
800534
274918
772663
101058
407714
4971
812404
434622
97543
1059.78
741822
658531
592219
271287
524577
435925
223703
455492

WT-2
961922
2434332
43531
22482
376482
246916
141037
135315
642492
3152286
20065
174 287
74 2898
65.7857
149139
568217
272134
@7.374
112398
451024
2511
71.3%9
449645
939376
1036 65
75579
649795
652495
278295
521863
L2894
2250
4738

pvale Description
-3410905696 0001473818 FLOWERNGLOCUST
-2759671629 0001758681 FLOWERNGLOCUST
1605444707 0000934215 AGAMOUSdIke 20
Q067927523 0341470172 AGAMOUSdke 20
3070590958 0000413081  Flowering Locus C
2642070633 0002033355 Flowering Locus C
3499376843 0316724914 BZP14
0678512227 0660205902 BIP14
-2016192076 0069096741  F.box family protsin
087008207 0032903067  F-box family protin
13115351 0007730967 AGAMOUSdIke 14
240936427 0002569973 AGAMOUSIke 14
-3B868187261 0001120742 Agemlat
0584498071 0001910843 Agcmlat
4730435191 000021122 Agemlald
038272056 0037250902 Agemlal
2012300442 0005432554 PISTRLATA
0308573262 0008226177 PSTRLATA
A1240178556 0030210373 CAULFLOWER
0435335 0066705225 CAULFLONER
~3730349289 0000261966 SEPALLATAY
-1286044498 0001364931  SEPALLATAY
-2827653232 0019704782  SEPALLATA2
DATI121889 0006229407 SEPALLATA2
-1565480006 0006473932 SEPALLATAI
0813559938 0001086708 SEPALLATA3
-1493165639 0007202701 SEPALLATA4
0583971003 0000809593 SEPALLATA4
032454797 0155882823 mR172
2309074828 0009565252 mR172
Q572093327 0054542609 Agamous
0228432864 0055420504  Agamous
-2.151023241 000271425 Cydling DOF tactor 1
0017047164 0852591934  cydling DOF tactor 1
0054801827 0649633751  cyding DOF tactor 5
0057943222 0069485817  cyding DOF tactor 5
125219241 0019764697  ofwr RNA
2842912484 0000921638  ofwr RNA
-3410905696 0001473818 FLOWERNGLOCUST
-2759671629 0001758681 FLOWERNGLOCUST
-1.746153356 0005204791  preudowesponse regulator 9
0711118941 0002746421  preudo-response reguator 9
1732798762 37215€-05 preudoresponse reguator 5
0.159856423 0578770882 pseudowesponse reguator 5
2 7 o 17 pseud regulator 3
2279311986 0006987099  preudoresponse reguator 3
0327041859 005404 preudoresponse reguator 7
0077901218 0228633447  preudowesponse regulator 7
0570985023 0003509253 ATBZIPG], BZO2H3
-2083336544 0000413438  ATEZIPE], BZO2H3
0.13956615 0949743569 EARLY FLOWERNG 4
2264741841 0000610142 EARLY FLOWERNG 4
0942116199 0002142001 ELF4dibe 1
2719928652 0000322217 ELF4dbe 1
0651332904 0011677234 ELF4dbe 3
1637588227 0001283067 ELF4dbe3
0.13956615 0949743569 ELF4dbe 4
2264741841 0000610142 ELF4Ibe 4
log2FC pale Description
-1951958396 0033806123 MR3I1AMIR3I198; miRNA
2097449007 0020500424 MR3I1AMIR3I198, miRNA
-2005645119 0208456691 MRISAMRI648; miRNA
1586643914 0062603053 MRIGAMR1648, miRNA
0140902424 0733196987 MRI1GOMRI1E0C (MCRORNA160). mRNA
2233814298 0009934137 MRIGOMRIE0C (MCRORNA160). mRNA
015294212 0067040413  homecbax 12
2497046273 341422E05  homecbax 12
4165207393  TB4364E-05  TCP tamily vanscripion factor, TCP1
1628161984 0361243131 TCP tamily ranscripion factor, TCP1
0579134052 0001353246  nucdlear Bctor Y, subunit A2
1847087646 264308E-05  nudear Bor Y, subunit A2
0590096297 0057684884  nucdlear Bctor Y, subunit A10
2421085605 000197208 nudiear Betor Y, subunitA10
3278429713 0005016153  WRKY DRA-binding promin 55
2545929458 0003341167  WRKY DNA-binding promin 55
243485103 000091724 WRKY DRA-binding proin 6
081688377 0013714606  WRKY DRA-binding proin 6
0690668081 000781013 WRKY DRA-binding prosin 45
3081387668 0000816832 WRKY DNA-binding prosin 45
2316013008 0006608998  WRKY DNA-binding prowin 23
D2M632575 0.11688089 WRKY DRA-binding prowin 23
1628648677 7 5089€-05 WRKY DRA-binding prosin 22
-2.119322922 0000607804  WRKY DNA-binding prowin 22
3008101533 0000262216 WRKY DRA.binding proin 18
140741564 0000367674 WRKY DNA-binding prowin 18
2181773763 000081313 WRKY DRA-binding prowin 25
042021127 0020082213  WRKY DNA-binding prowin 25
2071329667 2B384E-05 WRKY DRA-binding protin 53
0822357475 TTIS29E05  WRKY DNA-binding prosin 53
3018712762 4.19889E-05  WRKY DNA-binding prosin 75
6897791187 0000240922 WRKY DRA-binding prosin 75
0950899185 0003770796  NAC comain containing peokin 3, ORE 1 SISTER1, ORS1



Table S1. Cont.

it Bl iy ATZE200351 OR3S1 16617 16T &7 JIET1T 305606 ZITINISEANZ Q000137276 MAC deewain conlsning peokdn 3, ORE T BIETERT, DREA
Twoweaks  AT2GE30001  JuBd 03211 202515 329007 s ZTI9TT00MS  5.542T4E-D5 NAC doaain conlsning peokdn 42, JUEA, JUMGBRUMMEN 1,
i Bolting AT204300001  Juad 1258944 10BTSE 104333 154464 3226920087 D.0O0TITE203  MNAC deewain conlsning peokdn £2, JUBA, JUNGBRUMMEN 1,
Twowuaks  ATSGEIE10.1  ORE1 B4B.THT BEDES3I 519275 S42089 O6BTI36514 DOMSTIEE2  NAC Sowain conlsning peokin 6, OREEARAT (DRE1)]

a Bolting ATSE39610.1  ORE1 1TH.56  1TBLNT 132556 135814 IES9064513  0.000466046  NAC Goewain cOm3ning peokin &, ORESARAT (ORE1)
Twoweaks  ATIGES400.1 MNADOZE, ABNAP 138388 138611 125045 122999 0458327553  0.005019527  NAC domain comisning peoisin 29, NAC ke, o thaied by APZP)
@t Bolting AT1GESLB0.1  MACO2O, ABAP 3841.36 3EO3ZE 060318 SETATS  ZOAT3EA0A 1.0847TE-OS MAL domain conisning peoidn 28, MAC ik, actaied by AFRPI
Twoweaks ATSE1EIZT01  MNACDET 3920731 #&1BTEZ TESMMT 907435 ZITTOTE29S  DLO21TATET  MNAC domain comiaining peokdn 87

it Bl iy ATSE18270.1  MACDET 352845 35138 202945 D06463 OTBSAS113 0000241458  NAC domain comiaining peokn 87

Twoweaks ATSE223B01  NACDS0 458.353 45B353 33TI3T 33TEET ITE3ISASAI 3.B5488E-09 HALC domain comaining peoikdn 50

i Bolting ATSE223B0.1 MACOSO 521686 5O.07TeE 405134 S02ME2 0J93552569 0224668851 MNAL doanain conlsning peokdn 80

Twoweaks AT1G341B01  NACDIE 9BL3TE DESS4Z 254837 3ITI56 16531215932 Q000716373 MNAC deewain conlsning peokdn 16

af Boliing ATIG341B0.1  MACOE 422886 TISTTS 2E157TF 146384 1082669411 D.1B3SHIDES  NAC domain coniaining peoisin 16

Twoweeks  AT4GEITEI0Z  HACOTZ 142943 140715 138611 150294 -DOC4S01SEE  O.TOLTS5E363  WAC domain comiaining peoisin 72

aft Bolting AT4GITLI02  MNACOTZ 2048.53 2{5E7  BETOME &3308 1506845346  D.002443817  WAC demain contadning peokdn T2

Twowoaks  ATIG52E601  HNADDIGS T49THE TEE3IFE 460455 4065 070958065  OLOOZTOS04 HAC domain conisning peokein 19

it Bl timey AT1G52880.1 MACOIE 547345 530122 G4EXF T51974 Z04TT44622 0.0004859741 HAC doeain comaining peokdn 19

Twoweaks  ATPE15500.1 MACDSS 149071 146551 G45541 513347 1350480959 2 0.005651844  NAC domwain comisdning peokein 055

i Bolting ATZE15500.1 MALCODSS THI13E HZES11 126249 1540ME ZEISIETEEI 000122137 MAC doewain comiaining peokin 055

Twoweaks  AT2G86TS0.1  PRRO 177808 168351 G553I5X1 612304 1745153358 0005204781 Psai d o-PRSpONSE Meagrlainr 8

af Boliing ATZG46TE0.1  PRRY 32411 334ES 188507  BD1ETS  OTiiiiesdd 0. 00ZTE6421 psaudo-responss reguiaionr 8

Twoweaks  AT4E254801 CEBF 133.8B9 137856 2278E XM.246  ZE2TIETES 0000357348 C-rep=adDAE Binding tacor 1

aft Bolting AT40E25480.1 CBF1 JEE1E 214257 2BE41ZF  FMBS1 I TEISETEBE 0.000143551  C-psadDRE Binding fackor 1

Twoweaks  AT4EI5E701  CHBFZ 3422306 3DETET 16655 T34 1486299873 (05570842 C-repeatTIRE Binding facior 2

it Bl iy AT40254T0.1 CBF2 BB.BB13 TTSTEE 116BES 1ZEE5S A0XER4I01 0000720151  C-regsadDRE Binding kacior 2

Twoweaks  AT1G6E300.1  MYBSD 32B3TE 335333 054815 ETEIII 1 45EITISSS Q00586235 myh doenain prolcn 90

at Bolting AT1GB6380.1 MYBSD 530828 545529 2452F IZ91BT 44093045574 0000205226  ph Soawain protein 50

Twoweaks  AT2GET1801  MYE2 778314 119518 55735 T.3WHBE3 0543807661 D2THZBATIZ b Gomain protein 2

a Bolting AT204T180.1  MYB2 174185 1TA4313 2775 245364 ZTIETINEAT C000111436 g Soaain proten 2

Twoweaks  AT4GOSH201  TTE 164.46 152277 415508 3462559 Z2045TETEA 0002362267 basic halis-loop-halix {bHUH ) DN&-binding supsriamily protein
@t Bolting AT4GOOB20.1  TTH 418226 45TETE 107008 108706 -1 30EIS51EE  0.00M3ETT4T  basic hali-loop-halis jbHLUH) DHA-binding supriamily proioin
Twoweaks  ATHE2E3601  SAGH3 HTEEE ZMA1AT G5TSE  SdTH 1484702418  OD.OH&AA1012 senescence-asscciated gena 13

it Bl iy AT2E29350.1 BAGI3 3829.37 3ITH1S 5606 SET481 ZTI1997256 QUODD153102  sencsconos-associated gane 13

Two weaks  ATE100851 SAGID 197316 19B6TS 575343 615567 1734237668 2 O.0O0023516 SaNascano: associaled gene 20

i Bolting ATZE10985.1 BSAGID 109154 11652 146403 144445 D BETEEIEZ 0013400601 SaNaScanod associaled gere 20

Two wuaks  ATHE02380.1 SAGIH, LEA3S 4B28T.4 S21TBE TBILE TITE41 268453844 0002097057  sanasconie-associated gana 21

a Bolting AT40G02380.1 SAGIM, LEA3R 13257.9 137523 191207 190678  -DA9SET4IT DOMETITOT  sanesconie-associated gana 21

Twoweaks ATSGI31T01  SAG2S, SWEET1S 124037 150032 151444 174603 -3SSEESTIEZ (.0O0G05TOE SANaSCanoE-aseoiated gune 29
aft Bolting ATSG13170.1  SAGIS, SWEETIS ATBEDE S03E3T THISE Te3LT 101883704 0.0009TETT SANASCANoE-associated gune 29

Two woaks  ATSGE148301  SAGA0A 148197 150357 400S51F 3I7TS506 198366184 0.00201TDES  senascance-associated gena 101
i Bolting ATSO148301  SAGIM 532504 461793 GATETE SO34M4 DITVSDECOZ  0.194GEDEED  senesconce-associated gene 101
Twowaaks  ATSES58001 SAGA2 E4GETT 337419 091583 123008 1358005007 0053124162  nescanod-associaied gene 12
i Bolting ATSEE5E00 1 SAGA2 438377 454744 3ZIEG4  2ETAIE  TABGE4TITT D.0003£0447  sonascanie-associatsd gune 12
Twowaaks  AT4GE35T701  SAGH SEM1 EE142T GESEE4 111191 109158 353542158 1.7BETEE-OS EEN1, SENESCEMCE ASSOCIATED GENE 1
a Bolting ATHGEIGTTO1  SAGH, SEM1 1917.3 195336 210837 2021 S00ec0E4434 0111320057 BEN1, SENESCEMCE ASSOCIATED GENE 1

Differentially expressed profiles of miR169 genes

Experiment  TargetMams G Symbol %4 T2 OWTA WT2 [ pvalia Descrigtian
Twowoaks ATIG18371.1 miRi1esH AT2MT 14388 39921 M 092 A ZF4084573 D0ET19195 MIR 15584 miRtka,
it Bl tirey ATIG18371.1 miR1esH 331215 ISS4EZ7 9350 S0 967 -AE¥13TTE 0.2 TE0959 MIR 15584 miRka,
Twowoaks AT1G536EX 1 miRi1esD TET TATSOT 115F% 1482376 -DE41015516 0.0562488433 MR 1550 miRka,
i Bolting AT1G53683 1 miR1esD 250061 E597TTS HSSS0S FFIRET -1 E0155882S 0251741258 MR 1550 miRka,
T waaks AT1G536E87.1 miR1683E 3.TB3H2 23E197 329031 591284 -0.S5503E006 0. 4198496716 MR 159E; miRMNA
it Bl ey AT1G53667.1 miR16SE 233523 235113 245719 3905 -0 A0ETOS50Z 0.36665096 MIR1E55E; miRMNA
Two waaks ATZE134051 miR165A 223117 2002 335481 M ET4T  -DESdSEATIS 0.0-801 436559 MR 1554 miRNA
it Bl tiey AT3GE134051 miR1e8A 10,3235 ©13312 2HESFS FIWTE -1 4108EMEE1 0.027668305 MR 1654 miRNA
Twowoaks ATIE143851 miRi1esF 9BES05 102579 157893 S379B -DFS1188TEZ  0.52335998T MR 165F, miRMA
i Bolting ATZE143851 miR1esF THZ9TE TA455F 108017 131383 DSS1445055  0.0BA3S05E9 MR 185F, miRMNA
Twowoaks ATZE26B1Z1 miR1esl 491208 J43EH 204617 908543 | SETESSTZE 0.29GAS22ET MR 185t miRMNA

i Bolting ATZE26H1Z1 miRiesl Z6IIET 254512 EEXA 113378 1 EEISFE D.096093003 MR 185t miRMNA

T waaks AT3E268131 miR183 43.7BET 385442 115751 128262 -1.551035724 0.00684T952 MR 189J; miRNA
it Bl ey ATZE268131 miR1TO 512249 T3404T HS5S54TE S546598 2 -313ETI0ESTS 0.000141739 MR 165J; mitNA
T waaks ATZE26H151 miR1esE 152109 164354 GSES1SZ JA7EE11 -1 T44383007 0.020220352 MIR 1856 miRMA
it Bl tiey AT3E26H151 miR165E 21682 257 A5E34Z? SOETA4 4 3S4EE01SS 0.003252534 MIR 1558 miRNA
Twowoaks ATIE26H16.1 miRi1esL 2BEG2E 2 3ECTF BoTees LSRG -1 4EFS03ITF DL1DB1G16TE MR 1650 miRMA
i Bolting ATZE26H16.1 miR18sL 230862 23429 2AZFEE 303279 JOF1935495T 03204591573 MR 1851 miRMNA
Twowoaks ATIE26H121 miRi1esll 155223 208173 41537 49485 S 3MAETE 002923521 MR 155K miRNA
i Bolting ATZE26H121 miRi1es8 220477 ZF1WZ  TI437 406854 2 LEX43ISSS3S  0.0TTAS3S08 MR 155K miRNA
T waaks ATZE26819.1 miR185M 434576 249443 18BTSTS 1TINT 2448816312 0.006745667 MR 159N, miRNA
il Bl iy ATZE26819.1 miR18SN 258381 2440458 HAS1EZ 6ETE491 1582385139 0.02579073 MIR 15508, miRNA
T waaks AT4E21585 1 miR1est 247604 445715 2E3=sc  Z 55007 2 038MBOGEZ 0. 45206366 MR 1850 miRMA
it Bl ey AT4G21585 1 miR1eS0 2486161 245858 JESRST ZS5HER  G00S0EE1344 0. 165836442 MR 1550 miRsA
Twowoaks ATSE2EE251 miRies8 126249 5353 I FEA09S 1420582706 0.247128529 MR 1658; miRHA
it Bl tirey ATSE2EE25 1 miRies8 7413 A813% 299717 &E83M11 0415508579 LE30555455 MR 1558; miRMA
Two woaks ATSE3ISEIS 1 miR16SC 230011 2ZETes 2FEE4T FFE3E  0DOTZHIEN13 D.OASZa3304 MR 155, miRtka,
i Bolting ATSEIBE35 1 miR1eSC 237535 2FEIE FFREFT FITIZ3  GDOOEFISEEFY 0.TOSBGE2EH MR 155, miRtka,
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