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Figure S1. Top 10 transcriptomes from Genevestigator showing the most similar expression profiles to that of LBD16 and its co-regulated genes in RKN feeding sites 
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Figure S2. Top 10 transcriptomes from Genevestigator showing the most similar expression profiles to that of LBD16 and its co-regulated genes in CNs feeding sites 
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Dataset: 3287 periurbations (sample selection: AT-SAMPLES-0)
18 genes (gene selection: AT-SIGNATURE-0)
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callus formation study 3 (7d + 1d) / untreated hypocotyl samples (7d) 8.456
callus formation study 3 (35d + 1d) / untreated hypocotyl samples (35d) 8051
callus formation (48h) / untreated root samples 6600
shift NPA to NAA (Bh) / NPA study 3 6.026
callus formation study 2 (36h) / untreated shoot samples. 5919
callus formation (36h) / untreated root samples 5556
callus formation (24h) / untreated root samples 5.155
Tt
callus formation (12h) / untreated root samples as74
callus formation study 2 (48h) / untreated shoot samples. 4343
shift NPA to naxillin (2h) f NPA study 3 4420
hypoxia study B (Col-0) / untreated plant samples (Col-0) 4370
shift NPA to NAA (2h) / NPA study 3 4268
hypoxia study B (ANAC102(KO-1)) f untreated plant samples (ANAC102(KO-1)) 4002
FLG22 study 11 (Dh) / H20 pretreated leaf disc samples (Ler) 3743
Bay-0 parent/ C24 @ 3677
Bay-0 parent/ Col-0 € 3671
shift cold to freezing study 3 (Rsch-0) / cold study 23 (Rsch-0) 3587
Bay-0 parent/ Fei-0 € 3582
1AA study 11 (3h) / mock treated root samples (3h) 3487
Bay-0 parent/ C24 @ 3472
P deficiency study 2 {roof) / Pi supplemented root samples 3.427
shift NPA to naxillin (8h) f NPA study 3 3.400
FLG22 study 7 (Ler) / FLG22 study 8 (2h) 3242
iron deficiency (LZ1) f mock treated root samples (LZ1) 3239
1AA study 10 (2h) f mock treated root samples (2h) 3.156
callus formation study 2 (24h) / untreated shoot samples. 3434
Bur-0/Fei-0 & 2907
tunicamyein (ire1a-2 ireth-1) / mock treated seedling samples (ire1a-2 ire1b-1) 2975
sulfur deficiency study 2 (3h) / mock treated root samples. 2934
Bay-0 parent/ C24 @ 2025
1AA study 9 (C24) / untreated seedling samples (C24) 2903
salti FACS study 4 (3h) / root stele protoplast samples of mock treated pWOL:GFP (. 2856
osmotic study 4 (roof) / mock treated Col-0 root samples 25820
salti FACS study 4 (1h) / root stele protoplast samples of mock treated pWOL:GFP (. 2814
shiftto pH 4.6 (6h) / mock treated root samples (6h) 2807
‘sulfur deficiency study 2 (12h) / mock treated root samples 2305
shift low to high light study 3 (0.5h) / low light study 4 (6h) 2783
shift lincomycin+R+B 0.5pmol m-2 s-1 to lincomycin+R+B B0pmol m-2 s-1 (1h) / shif. 2778
HSPA0(RNAI-C1) / Col-0 2774
iron deficiency study 2 (late) f mock treated root samples 2743
norflurazon study 2 (Col-0) / untreated seedlings (Col-0) 2739
1AA study 10 (4h) / mock treated root samples (4h) 2731

shifincomycinsR+B 0 5umol m-2 51 to lincomycin+R+8 60umol m-25-1 0.51) ... NN 2725
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Dataset: 3287 periurbations (sample selection: AT-SAMPLES-0)
52 genes (gene selection: AT-SIGNATURE-1)
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Arabidopsis thaliana (Top 50 most similar Perturbations) Similarity
shoot regeneration study 2 (Ws) / callus formation study 5 (Ws) 1.900
germination (24h) / stratification (48h) 1840
hypoxia study 12 (MPKE_1) / mock treated MPKG_1 root samples 1672
germination (12h) / stratification (48h) 1642
germination (24h) J seed desiccation 1837
shoot regeneration (Ws) / callus formation study 5 (Ws) 1605
red study 4 (18h) / dark study 5 {(18h) 1590
BL study 2 (br / mock treated seedlings (bng 1578
light study B (Col-0) / dark grown Col-0 seedlings 1547
red study 3 (45h) / dark grown seedlings (Col-0) 1528
shift dark to light study 2 (polys. RNA) / dark study 6 (polys. RNA) 1482
pife f Col-0 & 1477
KNO3 study 4 (15min) f mock treated root samples (15min) 1476
355:RPS4-HS eds1-2/ 355:RPS4-HS @ 1472
hypoxia study 12 (Col-0) f mock treated Cal-0 root samples 1.488
germination (48h) / stratification (48h) 1437
shift dark to light study 2 (tot. RNA) / dark study 6 (tot. RNA) 1421
germination (48h) / seed desiccation 1.420
pife f Col-0 @ 1418
shoot regeneration study 2 (met1-1) / callus formation study 5 (met1-1) 1378
red study 5 (Ler) / dark study 10 (Ler) 1363
ATP (Col-0_AEQ) / mock treated Col-0_AEQ root samples 1348
mett-1/Ws @ 1347
ckh2-1/Ler @ 1346
P. syringae pv. tomato study 9 (DC3118 Cor-hrpS) / P. syringae pv. tomato study 9 (D. 1335
germination (12h) / seed desiccation 1.330
copt-4/Col-0 & 1330
al3-1/ws @ 1318
P. syringae pv. tomato study 10 (DC3000 hrpA) / P. syringae pv. tomato study 10 (DC. 1310
2,4-D + kinetin study 2 (ckh1-1) £ 2,4-D study 2 (ckh1-1) 1305
ckh2-1/Ler @ 1308
ckh2-1/Ler @ 1207
far red study 2 (-DEX) / dark study 2 (DEX) 1204
gunt:guns / Cok-0 @ 1289
hydroxyurea study 3 (weel-1 and wee1-2) f mock treated wee1-1 and wee1-2 root tip. 1268
germination (Bh) / stratification (48h) 1250
far red study 2 (+DEX) / dark study 2 (+DEX) 1244
BI-1/Bay-0 parent @ 1242
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