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Loading & Loading &a Loading &a Loading = Loading &3 Loading &3 Loading &3 Loading &3 Loading & Loading &a
1 SRP037984 Arabidopsis thaliana strain:Columbia-0 Transcriptome or |1 SRP281951 RNA-Seq experiment on Arabidopsis seedlings regarding 1 SRP238250 SPA regulation of high ambient temperature induced gene |1 SRP334993 Next Generation Sequencing Facillitates Quantitative 1 SRP018266 Genome-wide analysis of LINK1 and LINK2 effects on the 1 SRP095138 Transposable elements (TEs) contribute to stress-related 1 SRP266133 Two unequally redundant 'helper' immune receptor 1 SRP101641 Chloroplast signalling gates thermotolerance in Arabidopsis | 1 SRP237325 Florigen family chromatin recruitment, competition and 1 SRP051763 Hybrid Mimics and Hybrid Vigor in Arabidopsis (F4 data)
Gene expression SLIM1 and EIL1 function at low S expr in Arabidopsis thali Analysis of Wild Type and snrklal/a2 mutant Transcriptomes Arabidopsis transcriptome long intergenic noncoding RNAs in Plants (II) families mediate Arabidopsis intracellular 'sensor' immune receptor loading run annotation|attributes targets [RNA-Seq] loading |run et |eteToies
loading run annotation |attributes loading run annotation attributes loading run annotation attributes loading run annotation |attributes loading run annotation |attributes loading run annotation |attributes func‘tlons - - 05133 | SRR5330565 source_name Col0 WT seedlings | loading run annotation attributes 0421 | SRR1744366 source_name Expanded mature
1.4424 | SRR1984536 0.755 | SRR12620981 source_name Root | genotype ||| 0.7131 | SRR10741406 temperature 22degC | 0.6087 | SRR15679181 age 4 days after germination | genotype ||| 0.6604 = SRR653596 source_name Long days LL, ZT 22, rep ||| 0.5931 | SRR5112415 genotype/variation lincRNA11195 | /l0ading run annotation |attributes genotype wild type | growth conditions ||| 0.5268 | SRR10676655 genotype tfll-1 | treatment 24-hour leaves from 28 day old plants |
08775 | SRR1984541 eil3 | treatment +S genotype Col-0 wild type 3 mutant | treatment none 0498 |SRR11934641 genotype adrl triple | time 8h | 22°C, short days (8 h light, 16 h dark), 170 FRP | deseq2 analyzed for differential genotype L2-1 | tissue Expanded
Emnl S 0.7432 | SRR12620983 source_name Root | genotype ||| 0.6899 | SRR10741407 temperature 22degC | 0.5831 | SRR15679182 age 4 days after germination | genotype || 0.6571 | SRR653595 source_name Long days LL, ZT 22, rep | 0.5771 | SRR5112414 genotype/variation lincRNA11195 treatment EV | rep 3 umol light. | timepoint sampled ZT$ | expression no mature leaves from 28 day old plants
eil3 | treatment -S genotype Col-0 wild type 2 mutant | treatment none 0.4957 | SRR11934587 genotype nrgl.1 nrgl.2 | time 8h | replicate Only 0.4926 | SRR10676648 genotype WT | treatment 24-hour 0.3782 | SRR1744361 source_name Expanded mature
0.0593 | SRR1984530 - fogso s treatment EV | rep 2 0.4568 | SRR5330597 source_name Col0 ss4-1 seedlings | FRP | deseq?2 analyzed for differential leaves from 28 day old plants |
= 0.7359 | SRR12620984 source_name Root | genotype || 0.6298 | SRR10741408 temperature 22degC | 0.5787 | SRR15679183 age 4 days after germination | genotype || 0.62 = SRR653594 source_name Long days LL,ZT 22, rep || 0437 | SRR5112413 genotype/variation lincRNA11195 p ’ R — -cding o ! Y Y p
209953 | SRR1984331 cil3 | treatment -S genotype Col-0 wild type 1 mutant | treatment none 0.4769 | SRR11934532 genotype herlperless | time 8h | genotype S(S;i] ! g}::’“;gllfznd;)mf;ol7 o expression yes genotype LenC24 | tissue Expanded
3 short days ight, ark), umo mature leaves from ay old plants
-5.956 | SRR1170682 -0.7825| SRR12620955 source_name Shoot | genotype ||| -0.2803 | SRR10741410 temperature 22degC | -0.4187 | SRR15679207 age 3 days after germination | genotype ||-0.3562| SRR653387 source_name Long days LL, ZT10, rep || 04315 SRR3112412 genotype/variation wild type | treatment avrRps4 [ rep 3 Jight. | tiymepoimgsampled ZT8 | replicate | 0100 | SRR10676650 genotype WT | treatment 24-hour 8 yoro b
2 SRP031626 Arabidopsis thaliana strain:Columbia-0 Transcriptome or eil3 | treatment +S genotype spaQ snrklal/a2 3 treatment ABA -0.2945 | SRR11934540 genotype herlperless | time 0.5h | ] FRP | deseq2 analyzed for differential || 0.3691 | SRR1744362 Slource_fnamezg’:ipa"dlzd Tatturle
. expression yes eaves Irom ay old plants
Gene expression -0.792 | SRR12620956 source_name Shoot | genotype ||-0.4967 SRR10741415 temperature 28degC | -0.4263| SRR15679175 age 3 days after germination | genotype | |-0.4007| SRR653582 source_name Long days LL,ZT6,rep 1| -0.5509| SRR5112410 genotype/variation wild type | treatment avrRps4 | rep 2 0.4366 | SRR5330573 source_name Col0 WT seedlings | 03897 | SRR10676651 tvpe t1-1 1 t yt (N genotype L1-11 tissue Expanded
: . . q g T . al/s G / o | 45 : : T = -0. 67663 enotype tfll-1 | treatment No
loading run annotation |attributes eil3 | treatment +S genotype spaQ snrklal/a2 04441 SRR653584 source_name Long days LL, ZT6, rep 3 treatment ABA -0.3104 SRR11934539 genotype herlperless | time 0.5h | genotype wild type | growth conditions 'l%— eatrzllre)nt | deseq? analyzed for mature leaves from 28 day old plants
2.4739 | SRR1013884 -0.8203 | SRR12620961 source_name Shoot | genotype |||-0.5414 | SRR10741417 temperature 28degC | -0.4783 | SRR15679188 age 4 days after germination | genotype ||| GRP308941 The INOS0 chromatin r T lex pr A -0.5513| SRR5112411 genotype/variation wild type | treatment avrRpml1 | rep 1 27°C, short days (8 h light, 16 h dark), 170 differential expression yes 10.3739| SRR2080044 source name Whole aerial tissue 15
23114 | SRR1013921 eil3 eill | treatment +S genotype spaQ snrklal/a2 thermomorphogenesis by connecting H2A.Z evnctlon - treatment ABA -0.3106  SRR11934429 genotype wildtype (Col-0) | time 0.5h umol light. | tIHIIFPOIH(; S';lmpled 718 | i oG genotype WT | treatment No day old seedlings | tissue aerial
17084 | SRR1013923 2 SRP026541 Arabidopsis thaliana strain:Col-0 Transcriptome or Gene 2 SRP091641 Time-resolved transcriptome analysis with genetic 2 SRP365415 Transcriptome profiling of Arabidopsis roots upon lateral  transcription in ArabidopsisfRNA-seq] 2 SRP187708 RNA-seq analysis of Arabidopsis treated with abscisic acid I treatment avrRpt2 | rep 1 replicate Only | Treatment | deseq2 analyzed for tissues of 15 day seedlings | genotype
= — expression perturbations reveals a critical time window for effective plant immunity root induction in WT and TOR knock down [dataset1] . . . (ABA) and its derivatives 2 ERP115370 Arabidopsis tissue atlas -0.2472 | SRR5330634 source_name Col0 WT seedlings grown in ; ; : L2-2
22.1356| SRR1013894 loading run annotation |attributes iyt differential expression yes
T loading run annotation attributes loading run annotation attributes loading run annotation | attributes 0.6121 | SRR13835592 genotype wild type | treatment 270C for loading run annotation |attributes loading run annotation |attributes ?:onditions 2§°C, s};1 llrl days,y ?70 ﬁmol 04828 | SRR10676646 genotype WT | treatment No -0.3822| SRR2080049 source_name V\./holeI a.er?al tissue 15
: : = 0.7367 | SRR926202 genotype Columbia wild-type | ||| 0.6951 | SRR4426628 genotype pad4-1 | treatment ||| 0.5841 | SRR18441279 genotype Col-0 | treatment NPA | 12 hours 0.5368 | SRR8689244 treatment DMSO 0.4867 | ERR3333413 | Illumina External Id SAMEA5618915 | liht, grown in liquid media, treated with Treatment | deseq2 analyzed for _ day old seedlings | tissue aerial
-2.9997| SRR1013891 ti t | treatment 10uM Mock | replicate #2 | time 9 licate 2 HiSeq 2500 | Submitter Id E-MTAB-7978:Sampl . T differential expression yes tissues of 15 day seedlings | genotype
Issue root ! treatment 10u ock Treplicate #2 T ime replicate 0.5108 | SRR13835596 genotype ino80-5 | treatment 270C for ||| 0.5269 | SRR8689246 treatment DMSO 15¢q ubmitter 1d E- o chemical at ZT-1. | timepoint sampled P y Si-1
3 SRP029957 Arabidopsis thaliana strain:Columbia-0 Transcriptome or MelJA hpi 0.5606 | SRR18441278 genotype Col-0 | treatment NPA | 12 hours Vol EEeeooT: e — paired end | 32 | age 22 | developmental stage adult ZT1 | replicate 2 2 SRP1§7719 Transcriptomic analysis of pipSkl pipSk2 mutant and wild |~ Whol | 5
Gene expression 0.724 | SRR926201 ge'notype Columbia wild-type | ||| 0.6662 | SRR4426488 gen'otype dde2-2 ein2-1 pad4-1 replicate 3 0.4862 | SRR13835591 genotype wild type | treatment 270C for 03963 | SRREGE9251 treatment 3-orony] ABA :Sll;g;g:‘l;; I s;ﬁ;;ii/[l?:;);;t;?:;L;:r;glr 02493 | SRR5330630 source_name Col0 WT seedlings grown in t)"pe plants before or after inoculation with powdery mildew Erysiphe Sozgi?;?;:;idlinzsel ifsrslse alz?::l
loading run annotation |attributes tissue root ;/;r‘;‘;\tmem 10uM 51d2—]2 ' tre:;‘;’?“t NQI(;CI‘( I /|| 0.4346 | SRR18441296 genotype Col-0 | treatment NPA_Es | 12 hours . - 7> propy tissue atlas e rosette leaf 1 liquid media | genotype wild type | growth || €ichoracearum tissues of 15 day seedlings | genotype
: - ) Q " /] i a . . . sues S S
0.6806 | SRRY88013 label WT-L-1/2/3 | genotype Wild type ot repricate 72 Lime 2 pl Lpicatp -0.4419| SRR13835576 e e e e e e treatment 3-propyl ABA AR N o Sonditions 227, short days, 170 umo! | [oRding| R SICETE O il e Ler
ol o o label CA-H.1/2/3 | genotype ca mutant ||| 0719 | SRR926204 gf.’i?fffﬁfﬁi?i;?ﬂ&‘f& 1| 0.6618 | SRR4426634 treif;oelzfewfjff-l lresll)clliﬁel 4o || 03396 SRRI8441286 genotype UB10pro_amiR-TOR | 1 hour -04719| SRR8689252 treatment 3'-propyl ABA ’ S HiSoq 2500 | Submitter Id E.MTAB.7978:Sample 1Cgh ngiifva'i ;Tulqull tiEZpltjli’ nt:?:;p‘l”e‘(‘i 0.4363 | SRR8689384 pathogen Erysiphe cichoracearum | | |5 §Rp117360 The Arabidopsis transcription factor TCP5 during petal
0.4009 | SRR988019 label WT-L-1/2/3 | genotype Wild type MeJA | time 9 hpi treatment IAA_Bs | replicate 2 -0.4522 | SRR13835580 genotype wild type | treatment 270C for || 3 S1111’:‘6304:;;’:’;:11)'(19“‘11‘:03tl;m °tf Arab;g;l:ls IncRNAs reveals the paired end |33 | age 22 | developmental stage adult ZT1 | replicate 2 time point 2 dpi 'éep':“ype Col-0 wild ||and inflorescence development
Ny < = regulation o y a natural antisense s ing; | | organism part rosette leaf | sampl ; - loadi i i
-0.0653| SRR988010 label CA-H-1/2/3 | genotype ca mutant |||-0.7104] SRR925868 genotype Columbia wild-type | ||-0.5076 SRR4426533 genotype Col-0 | treatment DSSG8 (SRS L1282 genotype UB10pro_amiR-TOR | lihous i 5 : sequencing OTSANISM part 0SS e‘ carisampie Il 2577 | SRR5330633 source_name Col0 WT seedlings grown in on - - g|run annotation |attributes
N ! treatment IAA_Es | replicate 3 20468 | SRR13835575 enotype wild type | treatment 210C for || loading run annotation | attributes Arabidopsis | name E-MTAB-7978:Sample 33 | liquid media | iId | h 0.3424 | SRR8689383 pathogen Erysiphe cichoracearum | . o X
-0.1041| SRR988012 label WT-H-1/2/3 | genotype Wild type tissue shoot | treatment 10uM Pto AvrRpt2 | replicate #1 | : ’ T ESSIE 1 - tissue atlas sampling site rosette leaf 2 iqud media ] genotype wild type | growt time point 2 dpi | genotype Col-0 wild 0.4064 | SRR6030895 source_name stage 12 petals, control
MeJA time 16 hpi -0.3766 | SRR18441284 genotype UB10pro_amiR-TOR | 1 hour 0.5312 | SRR7947064 source_name cold_0d_poly(A)+ | conditions 27°C, short days, 170 umol type ; for KO | tissue stage 12 petals |
2.9653| SRR988015 label CA-L-1/2/3 | genotype ca mutant : : R ; T 0.3988 | ERR3333391 | Illumin External Id SAMEAS5618893 | ; o Lo ; 3 1o
. . £ Yp! ' 0.7361] SRR925871 genotype jaz2-1 | tissue shoot | ||-0.5172| SRR4426749 T N e s treatment IAA | replicate 2 3 SRP159259 Diel and circadian gating of Arabidopsis thermotolerance treatment 0 day post cold treatment His:m;r;(l) ol sut n)iitetrer;dld EMTAR 2078 S e light, grown in 11qu1d.medla., treated with TS e genotype/variation control for KO
4 SRP351684 Transcriptomic profile of FERONIA mutant treated with treatment OuM MeJA Pto AvrRpt2 | replicate #2 | 3 SRP090458 RNA-seq of Arabidopsis thaliana seedlings growing in the | and transcriptional response to heat stress. 0.5303 | SRR7947066 source_name cold_0d_poly(A)+ | . qd 4 121 30 | devel | ) Z | chemical at ZT-1.1 t“f‘CPO‘“t sampled ' ’ - P & 2 doi Ip pe Col-0 wild ||| 03927 | SRR6030896 source_name stage 12 petals, control
Aradopside ime 6 hpi presence of a bacterial synthetic community under full and low . : . treatment 0 day post cold treatment paired en age S0 developmental stage adult ZT1 | replicate 2 time point 2 dpi | genotype Col-0 wi for KO | ti tage 12 petals |
: - - -0.8043| SRR925865 genotype Columbia wild-type | time © hpt hosphate conditions [PBI_preTreat] loading run annotation| attributes sequencing; | | organism part cauline leaf | sample | g s e e e d genes by RNA-seq in | type ., o o oL for K
Joadingiuuny emnotizilom efinlinies tissue shoot | treatment OuM ||/-0.5262 SRR4426761 genotype pad4-1 | treatment |||~ = ST = 0.6118 | SRR7774150 0.5253 | SRR7947065 source_name cold_0d_poly(A)+ | Arabidopsis name E-MTAB-7978:Sample 12 G QLI londok L E;en lal'y expressed genes by -seq In ¥0577| ISEREEs00E pathogen none | time point 7 d | genotype/variation control for KO
1.0075 | SRR17281137 genotype fer | treatment control MelA Pto AvrRpt2 | replicate #1 | |||l0ading run annotation |attributes el iG] treatment 0 day post cold treatment tissue atlas RP7 overexpression and knockdown lines | genotype pipSk1 pipSk2 mutant 037 | SRR6030897 source_name stage 12 petals, control
0.6816 | SRR17281135 genotype fer | treatment control 3 SRP091010 IMA1 OE #7-4 line compared to EYFP OE line (control) time 12 hpi 0.5768 | SRR4295817 genotype Col—O‘I pr'e?treatment P | el -0.3556| SRR7947108 source_name drought_8h_poly(A)+ | || -0.3729| ERR3333421 | Illumina External Id SAMEAS5618923 | loading run annotation attributes 03696 | SRR868941] pathogen none | fime point 5 d| for KO | tlsgug stage 12 petals |
y . . . ; 3 SRP304983 Transcriptome in WT Col-0 and mik2-1 mutant upon phosphate availability Low (-Pi) : - - treatment 8 hour post drought HiSeq 2500 | Submitter Id E-MTAB-7978:Sample 4 || 0.489 | SRR5642270 genotype Columbia 2, wt | time point ’ . . ) genotype/variation control for KO
0.6578 | SRR17281141 genotype WT | treatment Aradopside | ||loading run annotation attributes ) genotype pip5k1 pip5k2 mutant .
P — SCOOP12 treatment. 0.5668 | SRR4295860 genotype phfl | pre-treatment +P | -0.4837 SRR7774138 treatment paired end | |age 28 to 35 | developmental stage LL36 — — = — -0.3523| SRR6030919 source_name inflorescence, TCP5




