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01 Background

IDL: IDA-LIKE

IDA:

9&32‘:%%’*\ Inflorescence deficient in abscission
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—) Analyzed by NCBI

XFIDLSH T E RS

Arapidopsis thallana chromosome 71 whnole genome snoitgun seqgquence
29.,387.870 bp linear DNA

Accession: LUHQO1T1000001 .1 Gl: 1032297437

Assembly BioProject BicSample Protein Taxonomy

GenBank EASTA Graphics

460 bp linear mMRMNA
Accession: NM_001334749.1 Gl: 1063678629
BioProject BioSample Protein PubMed Taxonormy

GenBank EASTA Graphics

Arabidopsis thaliana ida like-protein S (IDL5) gene,_ complete cds

312 bp linear DMNA
Accession: AYGS42386.1 Sl: 49425315
Protein PubmMed Taxonomy

GenBank EASTA Graphics

Arabidopsis thaliana chromosome 1 sequence

30,427,671 bp linear DNA

Accession: NC__003070.9 Gl 240254421

Assembly BioProject BioSample Protein PubhiMed Taxonormy

GenBank EASTA Graphics

Arabidopsis thaliana chromosome 1 sequence

30,427,671 bp linear DNA
Accession: CP0O02684.1 Gl: 332189094
Assembly BioProject BiocSample Protein Pubhied Taxonormy

GenBank EASTA Graphics

Dolichospermum lemmermannii FEM I1DLS partial rpoB gene for RMNA polymerase B subunit
575 bp linear DMNA

Accession: LN871477.1 Gl: 952007805

Protein Taxonomy

GenBank EFASTA Graphics

Dolichospermum lemmermannii FEM 1DLS partial 16S rRNA gene

1,454 bp linear DNA
Accession: LN871463.1 Gl: 952007784
Taxonormy.

GenBank EASTA Graphics

HRESFZHXIDSAER, HAF
BesmIRETAX, FIT 252
HEBX

Arabidopsis thaliana ecotype Landsberg_erecta chromosome 1, whole genome shotgun sequenc

29.,387.870 bp linear DMNA
Accession: CMO0O4359.1 Gl: 1032966058

Assembly BioProject BioSample Protein Taxonormy




(—) Analyzed by NCBI
T I FETTRIDLSERERIEXIEE

L4

* Genomic context

Gengs, RefSeq provasation fron TAIR and Araport, tefreshed. 100!
Location; - chromosome: 1 See IDLG inGenome Data Viewer
Exon count: 2 T s
Sequence;  Chromosome: 1;NC_003070.9 (28914446..28915102, complemen) LI | ) NP Ja131%3921
WA L4745

Chromosome 1-NC_003070.9
[2smstsp [ 23819764 p

NP 93521

ATI676340 PRAFL T0L5 4 ATLGG054 ! I
ATLGTA95S

FERH L) T 1554k B, BERNINET
IDLEZER 7 51K 657t # S mRNAFF 7K 2460nt;
2 X 7 51K B N 309nt




(Z) Analyzed by uniprot
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IDL2
IDL3
IDL4
IDL5

Protein IDL-LIKE 1

Protein IDL-LIKE 2
Protein IDL-LIKE 3
Protein IDL-LIKE 4
Protein IDL-LIKE 5

95
99
93
111

Involved in an ethylene-independent separation step
of floral abscission. May act with RLK5 and HSL2 as
ligand-receptor pairs

May be involved in floral abscission
May be involved in floral abscission
May be involved in floral abscission.

May be involved in floral abscission.



(Z) Analyzed by uniprot

T R Eg-FProtein IDL-LIKE SEYEKS E

’

THEE Similar to Inflorescence deficient in abscission (IDA). Involved in floral organ
abscission

T ZHREEN Extracellular region or secreted

%’% Position1-27

{SpRLEd=ls Expressed mainly in flowers. Lower levels in buds and seedlings (ZFF0%h

E) .Detected in vascular tissues and in hydathodes (4EErZHZRF07KER)

BEAER 5ibL1, IDL2. IDL4. CEP15 EEEHEE

BEEF5 B1/N o] 8epYIFELRLET : Inflorescence deficient in abscission (IDA)-like 5

BIEH ARALYDRAFT_ 316610, IDL5. Inflorescence deficient in abscission (IDA)-
like 5



(=) Analyzed by BLASTP

AT IDLsER RS TblastpiEz
Graphic Summary Alignments Taxonomy

Sequences producing significant alignments

Download Select columns ~ Show a

select all 57 sequences selected GenPept Graphics Distance tree of results

Multiple alignment MSA Viewe

Max  Total ue Per. Acc.
Description Scientific Name Sl =

N ' : S e e (BRI TS SRR ARSI
RecName: Full=Protein IDA-LIKE 5: Flaas: Precursor [Arabidopsis thalianal Arabidopsis thaliana 143 143 100% 2e-44 100.00% 111 Q6DUWS.2
Sequences producing significant alignments Download Selectcolumns ¥ Show _1000v | @

select all 3 sequences selected GenPept Graphics Distance free of results  Multiple alignment MSA Viewer

EEURTT,

B SeName L o o vame ke L Ao {SEIBSEAERIER,
v v v v v v N VA .
inflorescence deficient in abscission (IDA)-like 5 [Arabidopsis thaliana] Arabidopsis thaliana 131 131 100% 2e-39 100.00% 102 NP_001319392.1 Lﬁ;fj_a I Ign ment
RecName: Full=Protein IDA-LIKE 5; Flags: Precursor [Arabidopsis thaliana] Arabidopsis thaliana 121 121 96% 2e-35 98.98% 111 QEDUWS.2
ida like-protein 5 [Arabidopsis thaliana] Arabidapsis thaliana 19 19 096% 9e-35 97.96% 103 AATG6016.1



=) Analyzed by BLASTP
AlignmentZ5RBY55HT

= Uownioaa v senrepl srapnics
inflorescence deficient in abscission (IDA)-like S [Arabidopsis thaliana]
Sequence ID: NP _001319392.1 Length: 102 Number of Matches: 1

See 1 more title(s) v See all Identical Proteins(IPG)

v NexXT - yUescripuons

Related Information

Range 1: 1 to 102 GenfPept Graphics
Score Expect Method Identities Positives Gap= Gene - associated gene details
131 bits(479) 2e-39 Compositional matrix adjust. 102/102(100%) 102/102(100%) O/102(0%) Genome Data Viewer - aligned
x > , 3 genomic context

Quersy H 60 Identical Proteins - Identical

1 60 proteins to NP_001319392.1
Quex 61
Sbjcz 61

= Download ~ GenPept Graphics ¥ Next a Previous -=wDescriptions

RecName: Full=Protein IDA-LIKE 5: Flags: Precursor [Arabidopsis thaliana]
Sequence ID: QE6DUWS.2 Length: 111 Number of Matches: 1

Range 1: 1 to 98 GenPepi Graphi

2ntities Positives Ga

Score Expect Method

121 bits(442) 2e-35 Compositional matrix adjust. S7/98(99%) S7/98(98%) 0/98(0%)
60

<% Download ~ GenPept Graphics A Previous -wDescriptions

ida like-protein S [Arabidopsis thaliana]

Sequence ID: AATE66016.1 Length: 103 Number of Matches: 1
See 2 more title(s) v See all Identical Proteins(IPG)

Related Information
antities Positives Gaps Identical Proteins - Identical
S6/98(97%) 0/98(0%) proteins to AATE6016.1

Range 1: 1 to 98 GenPep! Graphics

Score Expect Method

119 bits(435) Se-35 Compositional matrix adjust. S6/98(98%)
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() Analyzed by MAGE

IDLSTEAN R4

2:NEPSEIS

AT Accession

Arabidopsis thaliana Q6DUWS8.2
Camelina sativa XP_010471861.1
Capsella rubella XP_023644012.1
Eutrema salsugineum XP_024012523.1
Brassica rapa XP_033132028.1
Brassica napus XP_013713292.1
Arabidopsis lyrata subsp. lyrata XP_020891483.1

'

AAKE
111
98

101
99
102

102

101

Gene ID

12972671

104751588

17896165
18008838
103830585

106416963

9323728




(F9) Analyzed by MAGE
IDLSTEAREHIFHI R S A =N

. ; NSy
Brassica napus 3

100

95 Brassica rapa &

48 i TRIRC
Eutrema salsugineum ]

Arabidopsis lyrata subsp. lyrata ZE[-E3H A
EE 5

Arabidopsis thaliana Tuﬁ&j}#

i
Capsella rubella 3+
TR

100

Camelina sativa ﬂﬁ*jﬁ:’
T2 | WMRMEEFEIIES R RBE, WKRFMFRTIES R R BE



(F9) Analyzed by MAGE
IDLERIRHY R G AR R

sp|QEDUWT|IDL3 ARATH Protein IDA-LIKE 3 OSArabidopsis thaliana 0X3702 GNIDL3 PE2 SV1

9

sp|Q6DUWY|IDL2 ARATH Protein IDA-LIKE 2 OSArabidopsis thaliana 0X3702 GNIDL2 PE2 SV1

splQ6DUWS|IDL5 ARATH Protein IDA-LIKE 5 OSArabidopsis thaliana 0X3702 GNIDL5 PE2 SV:

64

sp|Q6DUWG|IDL4 ARATH Protein IDA-LIKE 4 OSArabidopsis thaliana 0X 3702 GNIDL4 PE2 SV1

sp|Q29PV4|IDL1 ARATH Protein IDA-LIKE 1 OSArabidopsis thaliana 0X3702 GNIDL1 PE1 SV1

IDL2F0IDL3 AR E—LE,.  IDLAFOIDLSFEFBIIEE e —LL
e



(—) EBCMERRFT T
FExrasyfE 2 Mt (https://web.expasy.org/protparam/) X H 347 # A A4 55 43 #7

Number of amino acids: 111 Total number of negatively charged residues (Asp + Glu): 5

Molecular weight: 13059. 908 Total number of positively charged residues (Arg + Lys): 17

Theoretical pI: 11. 18

Amino acid composition: CsSVW format

Ala (A) 4 3. 6% Instability index:

Arg {;R_) 12 10. 8%

izg :E; 5 S 322 The instab%l:@ty index (II). is computed to be 57.33 —

Cvs (C) 1 0. 9% This classifies the protein as unstable.

Gln Q) 4 3. 6%

Glu (E) 2 1. 8%

Glv (G) 5 4. 5%

His (H) 7 6. 3% = TN I — =

o (D a5 AR A ELIIL: 98 v13059.98;

Leu (L) ] 5. 4%

Lyvs (K) 5 4. 5%

Met (M) (&1 5. 4% YA A N

Phe (F) 7 6. 3% -[//E\;:ﬁ‘é: EE):L?':j‘j1118

Pro (P) 9 8. 1%

Ser (8 14 12. 6%

Thxr (T) 3 2. T%

Txr (W) 2 1. 8% S N NI =N

T 0 4 3. 6% AR (Asp+Glu) #i&E: 54

Val V) 5 4. 5%

Pw1l (0O) 0] 0. 0% e - /\

= u) 0] 0. 0% D S =N
o W E AR (Arg+lys) H&E: 174
(B (8] 0. 0%
(z) o 0. 0% e . N -
@ o - 0 Fasg 2% 57.33 (ZEAANFE)



IR{E I RFNo Hr
FH ExrasyfE 26 %5 Chttps://web.expasy.org/protscale/) X HLb 4T 55 /K 423 #r

ProtScale output for user_sequence

Hphob. / Kyte & Doolittle

Score
AW ON B O B ON w b

20 40 a0 80 100
Position

PABMUR IR EMBGUKTE REL SRR BRI S 2T
Z KB T oRKEA.
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B TMHMM R T R P R ek

TMHMM posterior probabilities for sp|Q6DUWS|IDLS_ARATH

1.2

0.8 r

probability

||| . . . .
20 40 60 80 100
transmembrane inside outside
ARFRARKR T REVE, BARAR 2 B E P A AL A N . . o \
PP i R [X 3 3 AR A R 30N A

Transmembrance & 7~ % & 45 ¥
Insidle 7% I 4 4 g ¥4 5 2 B R N B AT Bt A =
OutsidezR 7~ A2 1)
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T
10 20 30 40 -0 60 70 I‘H‘H“H‘H‘H‘ IIHII”‘H‘MIIHIHIIHIH|HIIHIIHIHIIHIHIHIIHIW“HIHIHI‘H‘M‘L
| | | | | | | 1 1
MGNKRIKAMMILVVMIMMVFSWRICEADSLRRYSSSSRPQRFFKVRRPNPRNHHHQNQGFNGDDYPPESF o9 % 60 89
hhhhhhhhhhhhhhhhhhhhhhhhhhhhh teeeee
SGFLPKTLPIPHSAPSRKHNVYGLQRTNSRSSYFWTHAHLS
eeeee eeeeehhh
Sequence length : 111
SOPMA :
Alpha helix (Hh) : 32 is 28.83%
319 helix (Gg) : © is 0.90%
Pi helix (Ii) : 0 is 0.00%
Beta bridge (Bb) : © is 0.00% P
Extended strand (Ee) : 15 is 13.51% =
Beta turn (Tt) : 1is ©.909%
Bend region (Ss) : @ is 0.80%
Random coil (Cc) : 63 is 56.76% Parameters :
Ambiguous states (?) @ is  0.00% Window width T
Other states : @ is 0.00% Similarity threshold : 8

Number of states 4

B 0T 45 R4 T 45 R B o~ 1% 87 1 Alpha helix 5 E628.23%, Beta turn f5 E£0.9%, ZE{#1%%413.51%



(Z) Erafmlsy

Structure!

uniprotRRYZE SN

Model Confidence: ()

M very high (pLDDT > 90) ®
Confident (90 > pLDDT > 70)

Low (70 > pLDDT > 50)
ery low (p <
Very | LDDT < 50

AlphaFold produces a per-residue =
confidence score (pLDDT) between 0 and
100. Some regions with low pLDDT may
be unstructured in isolation.

SOURCE IDENTIFIER METHOD RESOLUTION CHAIN POSITIONS LINKS

AlphaFold AF-Q6DUWS8-F1 Predicted 1-111 AlphaFold

e
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