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F%: YTHD2_HUMAN(410-544) 727 blastp £ BRI\ £1#EEE Reference Protein 4 ##:Arabidopsis thalina Query: yth

Select seq refINP_565205.11

Select seq refINP_187912.2|

Select seq refINP_851236.11

Select seq refINP_187955.2|

Select seq refINP_974954.1|

Select seq refINP_001185240.11

Select seq refINP_174117.2|

Select seq refINP_175245.11

Select seq refINP_001030629.1|

Select seq refINP_188359.2|

Select seq refINP_172452 3|

Select seq refINP_192934.2|

Select seq refINP_174334.2|

uncharacterized protein
[Arabidopsis thaliana]

protein ECT5 [Arabidopsis
thaliana]

evolutionarily conserved C-
terminal region 3 protein
[Arabidopsis thaliana]

CIPK1 interacting protein
ECT2 [Arabidopsis thaliana]

evolutionarily conserved C-
terminal region 10
[Arabidopsis thaliana]

uncharacterized protein
[Arabidopsis thaliana]

uncharacterized protein
[Arabidopsis thaliana]

uncharacterized protein
[Arabidopsis thaliana]

CIPK1 interacting protein
[Arabidopsis thaliana]

evolutionarily conserved C-
terminal region 6
[Arabidopsis thaliana]

evolutionarily conserved C-
terminal region 11 protein
[Arabidopsis thaliana]

YTH family protein
[Arabidopsis thaliana]

cleavage and
polyadenylation specificity
factor CPSF30 [Arabidopsis
thaliana]
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50%

47%

32%

27%

NP_565205.1

NP_187912.2

NP_851236.1

NP_187955.2

NP_974954.1

NP_001185240.1

NP_174117.2

NP_175245.1

NP_001030629.1

NP_188359.2

NP_172452.3

NP_192934.2

NP_174334.2

At1g79270 Y6 528 aa

At3g13060 Y8 634 aa

At5g61020 Y13 495 aa

At3g13460 Y9 667 aa

At5g58190 Y12 528 aa

At1g55500 Y5 599 aa

At1g27960 Y2 539 aa

At1g48110 Y4 639 aa

At3g03950 Y7 428 aa

At3g17330 Y10 595 aa

At1g09810 Y1 470 aa

At4g11970 Y11 444 aa

At1g30460 Y3 631 aa
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Q56XH8
Q500v8
A9LNKY
F4HWS5
F410C2
Q9FPE7
Q3MK94
QOWR25
Q9LJES
Q1JPL5
F4JPV2
F4KDJ9
F4K12Z0
Q9Y5A9
Q96MU7
Q72739
Q9BYJ9
Q9HES0

Q56XH8
Q500v8
A9LNK9Y
F4HWSS
F410C2
Q9FPE7
Q3MK94
QOWR25
Q9LJES
Q1JPL5
F4JPV2
F4KDJS
F4K120
Q9Y5A9
Q96MU7
Q72739
Q9BYJ9
Q9HESO

Q56XH8
Q500v8
A9LNKSY
F4HWSS
F410C2
Q9FPE7
Q3MK94
QOWR25
Q9LJES
Q1JPL5
F4JPV2
F4KDJ9
F4K120
Q9YS5AS
Q96MU7
Q72739
Q9BYJ9
Q9HESO

Q56XHB_ARATH
Q500V8_ARATH
CPSF_ARATH
F4HWSS5_ARATH
F410C2_ARATH
QIFPE7_ARATH
Q3MK94_ARATH
QOWR25_ARATH
Q9LJES_ARATH
Q1JPL5_ARATH
F4JPV2_ARATH
F4KDJ9_ARATH
F4K1Z0_ARATH
YTHD2_HUMAN
YTDC1_BUMAN
YTHD3_HUMAN
YTHD1_HUMAN
YTDC2_HUMAN

Q56XHB_ARATH
Q500V8_ARATH
CPSF_ARATH

F4HWSS_ARATH
F4I0C2_ARATH
QIFPE7_ARATH
Q3MK94_ARATH
QOWR25_ARATH
Q9LJES_ARATH
Q1JPLS5_ARATH
F4JPV2_ARATH
F4KDJ9_ARATH
F4K1Z0 ARATH
YTHD2_HUMAN
YTDC1_HUMAN
YTHD3_HUMAN
YTHD1_HUMAN
YTDC2 HUMAN

Q56XHB_ARATH
Q500V8_ARATE
CPSF_ARATH

F4HWSS_ARATH
F4I0C2_ARATH
QIFPE7_ARATH
Q3MK94_ARATH
QOWR25_ARATH
Q9LJES_ARATH
Q1JPL5_ARATH
F4JPV2_ARATH
F4KDJ9_ARATH
F4K1Z0_ARATH
YTHD2_HUMAN
YTDC1_HUMAN
YTHD3 HUMAN
YTHD1_HUMAN
YTDC2 HUMAN

258

1315

316
411
314
406
495
406
326
479
523
355
148
406

488
432
494
467
1362

YTHZE IR B IR <T

PLRKONNSFALALRREMYNLPDFQTDYEDAKFFVIKS 257
YDRVDRFCQQELLSQFRDAKFEFVIKS 356
Q-~-SQHQVSQTLIPN~-~-PADQTNRTSHPLPQGVNRYE S, 263
-=~TKAGNADAEGNIVINPSQYNKEDLRIDYSNAKFEVIKS 347
-==DESNTEETVTCVLPDREECNRDDFPVEYKDAKFFIIKS 440
SLDAEGNERSNGVGSVIRRDQYNLPSFQTKYEEAIFFVIKS 347
S====-MLDAMKQDVSAVDLORYNGENFPESFVKAKFEFVIKS 271
{ 424
(S 468
-==TKAGNADAEGNIVINPDRYNKEDFSIEYSDARFFVIKS 296
L=~~SKVDVDRRNFPD~~QLESAKANKNSKPGYRTRYFIIKE 98
-=-STIGDSASDSSTAGPNPSLYNHPEFVTDYKNAKFEF IVESFE 351
{ 287
436
381
442
415
1314
NGNKKEDAAFRDAETKTLEDGKKRPIFLFFSVYN FVE 315
NG AAYREAKK ~~~~KDVACP 'SV FCGVAEMVCPVDFNTSVE 410
SN EAFDSVEN SVNRTF aCh SRIGGYIGGG 313
HG SAYEDAQRIATEKSCECPI FSVN FCCGMAEMTCPVSFDKDMD 405
NG AAYQEAQQ==~=-=-KSSGCP 'SVN FIGLAEMKGPVDFNKNIE 494
NGNKKLDSAYQESQKKAADKSGKCP FSV: FCC AEMIGRVDYEKSMB 405
TG AAYYEAKE ====NSQECP 'SV, VG 325
NGNKKLDAAYREAKD~~~~-EKEPCP SN FCC 478
NG YQEAQQw==~=~KAGGCPL 'SV, EVE 522
NGN SVYBDAORIATEKSRBCPI SVN aVAEMTGPVSFDRDMD 354
MNEPILEGAFHKSGR 'S\ FFQCY ! 147
HGN TAYRDAEK----HGGKCPI SN FCG 405
CRLESY V EVOLF 341
HG 'SV > 487
{ ‘v~ . : ~ o 431
493
466
1361
v 371
IVKDVPNSLPRFIIIBS 466
V\LKLCELSFHKTRNLRNP PSVGEQLASL 371
: IMLKQGLEVLKI 461
QCLKVVKI 550
LPQGNEVLNI 461
LEHCTKIIKI 381
LEQGIEMLKI 534
QCLKIVKI 578
IILKQGLEVLKL 410
EDIGEALCEL 206
QGIEMLRI 461
KLEQGIKVIKI 397
) EVPLEKAKQVLKI 543
BEIELECGTQLCLL 491
2 EVPLEKAKQVLKI 549
DVPNNQLREIRLE PLEKAKQVLKI 522

SLPFQFAHHLLN

d.LEPLVGBQLLQL 1417
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Motif Location

p-value
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1. triQSEXHB|QSEXME_ARATH
2. trIQS00VS|QS00VE_ARATH

27

8.56e-46

SpIASINKS |CPSF_ARATH

3

27
36
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2.17e-
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FA10C2|FA10C2_ARATH
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100 —— trl[F4AHWS5|F4HW S5 ARATH Uncharacterized protein OSArabidopsis thaliana GNECT7 PE4 SV1
79 L tr|Q1JPL5|Q1JPL5 ARATH At3g17330 OSArabidopsis thaliana GNECT6 PE2 SV1
trlQ9FPE7|Q9FPE7 ARATH Putative uncharacterized protein At1979270 OSArabidopsis thaliana GNECT8 PE2 SV1
trlQOWR25|Q0WR25 ARATH Putative uncharacterized protein At3g13060 OSArabidopsis thaliana GNECT5 PE2 SV1
9L — {r|[F4AKDJ9|F4KDJ9 ARATH Ewolutionarily conserved C-terminal region 10 OSArabidopsis thaliana GNECT10 PE4 SV1
trlQ56XH8|Q56XH8 ARATH Ewlutionarily conserved C-terminal region 11 protein OSArabidopsis thaliana GNECT11 PE2 SV1
tr|Q3MK94|Q3MK94 ARATH AT3G03950 protein OSArabidopsis thaliana GNECT1 PE1 SV1
tr|F4K1Z0|F4K1Z0 ARATH Ewolutionarily conserved C-terminal region 3 protein OSArabidopsis thaliana GNECT3 PE4 SV1
tr[F4I0C2|F410C2 ARATH Uncharacterized protein OSArabidopsis thaliana GNECT4 PE4 SV1

64

98

56

99 L —— trJQ9LJE5|QILJES ARATH AT3g13460/MRP15 10 OSArabidopsis thaliana GNECT2 PE2 SV1
trlQ500V8|Q500V8 ARATH At1g27960 OSArabidopsis thaliana GNECT9 PE2 SV1

sp|QIY5A9|YTHD2 HUMAN YTH domain-containing family protein 2 OSHomo sapiens GNYTHDF2 PE1 SV2
sp|Q7Z739)YTHD3 HUMAN YTH domain-containing family protein 3 OSHomo sapiens GNYTHDF3 PE1 SV1
sp|Q9BYJ9|YTHD1 HUMAN YTH domain-containing family protein 1 OSHomo sapiens GNYTHDF1 PE1 SV1

99

sp|Q9H6SO0|YTDC2 HUMAN Probable ATP-dependent RNA helicase YTHDC2 OSHomo sapiens GNYTHDC2 PE1 SV2

sp|Q96MU7|YTDC1 HUMAN Y TH domain-containing protein 1 OSHomo sapiens GNYTHDC1 PE1 SV3

sp|A9LNK9|CPSF ARATH 30-kDa cleavage and polyadenylation specificity factor 30 OSArabidopsis thaliana GNCPSF30 PE1 SV1

trlF4JPV2|F4JPV2 ARATH YTH family protein OSArabidopsis thaliana GNAt4g11970 PE4 SV1
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Entry name: Q3MK94_ARATH

Submitted name: AT3G03950 protein

Gene: ECT1

Organism: Arabidopsis thaliana (Mouse-ear cress)

Status: Unreviewed
Experimental evidence at protein level

YTH domain(245-384)

AT3G03950 protein GI— (428 aa)

AT3G03950.1 AT3G03950.2
(splice variant)

Chr3:102£260..1024009

~

‘ez | ez 1024

Protein Coding Gene Hodels

ATEGO3950.,3 (ECT1)

———
ATIG03950,2 (ECT1)
—

ATIGO3950.1 (ECTLD
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Predicted Secondary structure

Model Secondary structure
GAWSSTPTGNKKLNAAYYEAKENSQECPV|Y|L LFSVNASGQFVGLAEMV GPVD FNK T MEYWQQD K WIGCFPVKWHI I KDI
Modelled Residues [ GA WSSTP T GNKKL NAAYYEAKENSQECPVIYJL LF S VNASGQFVGL AEMV GPVD FNK T MEYWQQD K WIGCFPVKWHI I KDI
il

Mutational sensitivi

Phyira?

Analyses Residue: TRP 324
Sequence profile L Mutations 1J
Quality
Conservation
Pocket detection
Mutational sensitivity

e —— AUV e———- bbb = — bbb g g = — by —————— TRV PV S S S —
PNS

A WSSTBIT G NKK'L N'A A Y JIE'A k E NSQEC GQFVGL AEMV GPVD FNKIT MEYWQQD'K'WI GCF PV K'WH I 1
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Your query was: Q3MK94
1 423
Domain annotation: [interPro] »
— YTH »
Model Rel. Provider Type Templates %Seqid from to
[Show] = = = SWISSMODEL SC 4rdnB a 58% 245 385
[Show] = ¢ = MODBASE SC 2yudA » 34% 244 3938

YTHDF2 magenta
AT3G03950 cyan

YTHDF2

vaccum electrostatics
AT3G03950

— > YTHDF2 with m6A

(human)
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1. Baseline Expression " Ouplay grasents
O Display levels
Display varance
- AHHBHAHHHHEHEIF
&c B EEEERREREBEEBEEBE REE S
fy Differential Expression Camparion Log- ok crange
‘2 hour; excess light' vs "0 hour; low Bght’ in ‘wild type’

‘2 hour; excess light’ vs 0 hour; low Bght' in ‘tnrd mutant’

‘excess light; none; 2 hour’ vs ‘low light; none; 0 hour'

‘2 hour; excess ight' vs '0 hour; low ght’ In "hefaldhsfaZhsfal mutant’

Brr1-10;bn1-116 double mutart’ vs ‘wild type’

‘B2r1-10;br1-116 double mutant’ vs "Bril-116 null mutant’

‘37 degrees celsius’ vs 20 degrees celsius’
“low pM (pM 4.6)" vs 'standard pH (pM 5.7)" In ‘root cortex’

“low pM (pM 4.6)" vs ‘standard pH (pM 5.7)’ In 'root epidermis and lateral root cap’

‘Plasmodiophors brassicae’ vs ‘none” at '10 day’
"oxt6:ALCPSFIU" vs ‘wild type’

0.5 hour; excess light’ vs ‘0 hour; low light” in ‘wild type’
"fus3-3 mutant’ vs ‘wild type’ in '12 day; Col-0’

‘primisufuron’ vs ‘control’
‘sufometuron metiy!" vs ‘control’

eci-1 mutant’ vs ‘wild type' In "12 day; Ws'
Tow pH (pH 4.6)" vs "standard pH (pH 5.7)" in "root stele’
“low pH (pH 4.6)" vs "standard pH (pH 5.7)' in "root endodermis and quiescent center’

‘imicazolinone’ vs “control’

‘excess light; none; 0.5 hour' vs Tow light; none; 0 howr'

'S0 micromolar; abscisic ackd’ vs "control (ethano! vehidie)' In ‘wild type genotype; leaf

‘100 micromolar; 4-chioro-6-methyl-2-phenylpyrimidine’ vs ‘control’ at ‘24 how’

"rrd2 mutant’ vs ‘wid type’

0.5 hour; excess light” vs "0 hour; low light” in tned mutast’

‘triazolopyrimidine’ vs ‘control’

*30% inhibrtion from optimum photosynthesis temperature’ vs ‘baseline growth temperature’
“apl mutant’ vs ‘wild type’

ecl-1 mutant’ vs ‘wild type' in '8 day; Ws'

"auxin’ vs "none’ in "3 day’ 10

“low pH (pH 4.6)" vs ‘standard pH (pH 5.7)" in 'root columella root cap'

AN D
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AT5G35910

£
AT2G32415
~— L ATZG39SH?@AYIGS‘440

AT3G17740 \

ﬁsosz
~/

/ AT3G17712
/ | )
// \

/CIPK17 ~—
@ . PAB3
- -
Your Input: B85,
Sgcl2% o>
- £598539ca
® ECT1 uncharacterized protein (428 aa) cStaugdES
) . - QL 35Em =7
(Arabidopsis thaliana) CoOSGREE
sg88ex3 £
Predicted Functional Partners: Zooouor= §
frrrr7 »
' AT2G39580 uncharacterized protein (1577 aa) o 0.876
2 CIPK1 CBL-interacting protein kinase 1; CIPK serine-threonine protein kinases interact with CBL prote [...] (444 z2a) ° 0.787
— AT5G35910 exosome complex exonuclease RRP6 (870 aa) 2 0.674
& PAB3 poly(A) binding protein 3; Binds the poly(A) tail of mRNA (660 aa) ® 0.637
" AT2G32415 RRP6-like protein 3 (891 aa2) ° 0.628
) AT1G54440 RRP6&-like protein 1 (639 aa) ® 0.628
2 CIPK17 CBL-interacting protein kinase 17; CIPK serine-threcnine protein kinases interact with CBL pro [...] (432 aa) ° 0.588
® AT3G17740 uncharacterized protein (1149 aa) e 0.587
8082 SALT OVERLY SENSITIVE 2; Invelved in the regulatory pathway for the control of intracellular Na [...] (446 2a) e 0.578
) AT3G17712 uncharacterized protein (856 aa) e 0.558

17



Score

SP other

NetNES 1.1: Predicted NES signals in tr Q3MK34 Q3MK34 ARATH

HMM

18

NES Score ———
Threshold ———
| ATy Y-
0 T T T T T T T T
a 58 168 158 288 258 288 358 488
Sequence Position
tr Q3MK94 Q3MK9-19-T 0.258 0.760 0.527 Yes
tr Q3MK94 Q3MK9-20-A 0.094 0.760 0.528 Yes
tr Q3MK94 Q3MK9-21-D 0.098 0.760 0.526 res
tr Q3MK94 Q3MK9-22-L 0.225 0.772 0.545 Yes
tr Q3MK94 Q3MK9-23-F 0.084 0.772 0.539 Yes
tr Q3MK94 Q3MK9-24-Q 0.261 0.772 0.576 Yes
tr Q3MK94 Q3MK9-25-D 0.091 0.772 0.542 Yes
tr Q3MK94 Q3MK9-26-L 0.676 0.773 1.073 res
tr Q3MK94 Q3MK9-27-5 0.086 0.762 0.660 Yes
tr Q3MK94 Q3MK9-28-L 0.630 0.762 1.154 Yes

Loc RC

TargetP 1.1 Server

NetNES 1.1 Server
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Cell Details
At3g03950 Cell eFP Browser - bar.utoronto.ca Y
e — e J—— — Y
Cell Wall \ k_’/ . .
> Mitochondria 1
cytoskeleton
Plasma e F '
Membrane _ﬁ_ Golgi cytosol
endoplasmic reticulum
Vacuole extracellular
Microtubule <] golgi
(Cytoskeleton) mitochondria
4= Chloroplast nucleus
f (Plastid) arxianma
Nucleus o
plasma membrane
Endoplasmic | \ unclear
Reticulum 7} P g nlene
J @ eroxisome | nknown
.A A @ vacuole

— (\ » Data Source Options
Cytosol Va i \\ Y
/m —max\\ Remove confidence

Drawn by T. Ampofo. Data from SUBA (Heazlewood et al, 2007). gradient
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GO:0005515 protein binding

GO:0006959 humoral immune response

2 GO:0003729 mRNA binding 24

|
3 GO:0003723 RNA binding 16 2 GO:0006397 mRNA processing 15
4 GO:0005516 calmedulin binding 16 3 GO:0000398 nuclear mRNA splicing, via spliceosome 13
5 GO:0004519 endonuclease activity 13

20
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Molecular Function Ontology

Biological Process Ontology

bi I_process
GO:0003674

GO0:0050896 ‘ GO:0002376
molecular_function

G0:0008152

G0:0009987
metabolic process cellular process
GO:0006955 G0:0071704 G0:0044238 GO:0006807
immune response

response to stimulus immune system process

G0:0044237
organic substance primary metabolic nitrogen compound cellular metabolic
metabolic process process metabolic process process
G0:0005488 G0:0003824 \ / / I
binding catalytic activity
Score: 27 G0:1901360 GO0:0034641 GO0:0006725
GO:0006959 organic cyclic cellular nitrogen cellular aromatic het GO:OIO464St3b ji
humoral immune compound metabolic compound metabolic compound metabolic eterocycle metabolic
response process process process process
Score: 26 G0:1901363 GO:0097159 \ | //
: ) : G0:0016787 G0:0043170 G0:0006139
GO:0005515 heterocyclic compound organic cyclic hydrolase activity macromolecule ?éfr'.epo:uans:}ff;?;m:
protein binding binding compound binding Y metabolic process process
G0:0090304 600044260
nucleic acid macromolecule
metabolic process metabolic process
Score: 16 GO-0003676 G0:0016788
GO:0005516 R, hydrolase activity,
R nucleic acid binding g
calmodulin binding acting on ester bonds
GO0:0010467 GO0:0016070

gene expression

RNA metabolic process

Score: 16

00000835 | | s metabolic
600004518 RNA processing process
600003723 nucle;ase activity
RNA binding I
Score: 15
G0:0006397

MRNA processing

- Score: 13 G0:0000375
OI (?2) g%?glznzdln 600004519 RNA splicing, via
poly 9 endonuclease activity

transesterification
reactions

\

GO0:0000377
RNA splicing, via
transesterification
Score: 24
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