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¢ XE(EALBKEZATHAFIELIEY), BENRHE i%ﬁ%l*”ﬁ@ﬁﬂ%%ﬁiﬁjj HILRIREEFREE(L,
K&,
o KEHTCEMFETHET-RR-HZF (CDB) KENMATAE, EY T —EREMKEHLNIEFE.
R EREEER MRS ER B KSR EEA N ERRERAEK.
® CDBZREERI{T, {B¥IIARERIIE (0.42%) . ATIRANE, HREAMNSINT ZHENEBETETF
(DRs) .
o ENi{AIZMDRs, ipt (BXIGEEEBEIER) XUEHHE, BEASEREZE 4.68%.

Reference:Cao, X.; Xie, H.; Wang, Z.; et al. 2025. An efficient tissue-culture-free soybean genetic transformation technology using the
extremely simple cut-dip-budding strategy. The Innovation: 101221. FT2 X
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P zEaEsms

Gene Report: Glyma.17G017400

Genome: Glycine max Wm82.a4.v1 (Phytozome genome ID: 508 - NCBI taxonomy ID: 3847)
Gene Identifier: Glyma.17G017400 (PAC:41086196)
Transcripts:  Glyma.17G017400.1 | Glyma.17G017400.2 | Glyma.17G017400.3
Location. Gm17:1312212..1314182 forward
Alias: Glyma17g02080
UniProt: Glyma.17G017400.1, Glyma.17G017400.2: AOAOROF723
Glyma.17G017400.1, Glyma.17G017400.2: AOAOROF723_SOYBN
Auto Defline: (1 of 1) PF01715//PF01745 - IPP transferase (IPPT) // Isopentenyl transferase (IPT)

View: E

HIEER: Phytozome
A fEAE 7 18 5 B AT =4
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AOAOROF723 - AOAOROFT23_SOYBN

Protein’

(Suem!:i
Status’

'Z‘,'qrgaﬂismi

FHUESEIR: UniProt
ArAs A7 182 % 4

adenylate dimethylallyltransferase (ADP/ATP-dependent)
LOC100778430
UniProtKB unreviewed (TrEMBL)

Glycine max (Soybean) (Glycine hispida)

Amino acids
Protein existence’

Annotation score'
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340 (go to sequence)

Inferred from homology

Ex'-:'D

H5 R
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Total number of negatively charged residues (Asp + Glu): 38

Humber of amino acids: 340 Total number of positively charged residues (Arg + Lys): 38
Theoxetical pI: 7. 30
Molecular weaight: 37663, 34 Atomic composition:
Carbon C 1665
Amino acid composition: |C5V format derngen H 2623
Ala (&) 40 11, 8% Mo s
a . Qxvyzen n 402
Arg (R) 22 f. 5% Sulfur S 14
A=n (N} 19 b, 6%
Lzp (D) 18 b, 3% Formula: CigssHogoaMeprlegzSia
Cyz (C) b 1. 5% Total number of atoms: H2T]
Gln () 4 2. 6% y . -
Glu (E) 20 5. O% Ext.lnci.'.lon cueff;l.t:lents: . . _ i .
Gly (G} 1T 5. 0% Extinction coefficients are in units of N- com ", at 280 nm measured in water.
; Ext. coefficient 25690
Iilis Elilg }Z E ?: Abs 0.1% (=1 /1) 0.A82, assuming all pairs of Cys residues form cystines
& :
Leu (L} 30 3. 8%
Lvs (K1 16 4. %
Met (M) 9 2. 6% Ext. coefficient 25440
Phe (F) 14 4. 1% Abs 0.1% (=1 /12 0. 675, assuming all Cyz residues are reduced
Fro {F) 11 3.2% ) g
Ser (51 23 6. 8% Estlmated. half-life: . .
e N-terminal o e zequence considered i= et).
T () 3 0. o% The estimated half-life is: 30 hours (mammalian reticulocytes, in witro).
rp 2 #20 hours (yeast, in wiwvo).
Efyi gg ES é E: #10 hours (Ezcherichia coli, in wiwal.
a :
Fvl (0] I} 0. 0% Instability index:
Sec (1) 1} 0. 0% The instability index (II) iz computed to be |36. 60
Thiz claszifies the protein a=z |ztable.
(B3 1] 0. 0%
) 0 0. 0% Aliphatic index: 26,97
) 0 0. 0% Grand average of hydropathicity (GRAVY}:-0.215

HUERIR: ExPASy-ProtParam
AR fE A 18 5 B AT 56 ;@
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ProtScale output for user.equence

Score

'Hydropath. / Kyte Doolittle -

#HUERIR: ExPASy-ProtScale

A fE A& 2 18 5

50

/M‘ ,,

100

150 200 250 300
Position
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MIN: -3.744, MAX: 2.400

Sequence:

MMV SV SAAVCEPVVASENP ASLENMD 5L SLFRHHRNNEEKY
YEMWVERNNHRLDATEVFLENATRQEEAEEAWEDHVL SKESERI

ocale: Hydropathicity. |

Window size: 9

Scale not normalized.

Relative weight for window edges: 100 %
Weight variation model: linear
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P =rEEL RS
P IRES ISt

TMHMM posterior probabilities for G.max

(B

0.8

0.6

probabil ity

0.4 t

0.2 t

A

50 100 150 200 250 300
transmembrane inside outside

HOESEE: TMHMM
AR $& 4% 4 18 5 B 4T 58 W
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SignalP 6.0 prediction: G.max Wm82.a4.v1 Glyma.17G017400.2.p
L0 QOTHER

Probability
=
-

0.2

0851 L)

B DB USRS TTER, ZEBRITERENE, LESIKEFKE, ST4EE
MENZEHREMTEARPERBRA.

#AEEJR: SignalP-6.0  UniProt

IAfEAE A 18 5 B AT £9 1



P =ermEa

FE) L de 8 E P

CHINESE ACADEMY OF AGRICULTURAL SCIENCES

Alpha heli=x (Hh) 163 1= 47. 94%
310 helix (Gz) 0 is 0. 00%
Pi helix (Iiy - 0 is 0. 00%
Beta bkridse Bkl : 0 is 0. 00%
Extended strand (Ee) : 36 iz 10, 59%
Beta turn (T+t) 0 is 0. 00%
Bend region (S=) = 0is 0. 00%
Fandom coil (Eed o 141 1= 41, 47%
Ambiguous states (70 0 is 0, 00%
Other states 0 is 0. 00%
100 250 SO0
Helix
Sheet ‘I—
Turn f—
Coil
A \ | J\‘ 1
| I'a II.J1| I:ﬂ.
| P - ;
N / N VRS l|L1f i \ 1[14* A a (IS ARY >
L ', .'r e A A \-\.' Y
r—; '\\J L -l’
;-\.
50 100 250 S0

@}E;Ei}? . SOPMA
AR $& 4% 4 18 5 B 4T

10 I
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HEREGHIFN
=R o= o

Downioad files Display files I
Clligo- State GMOE
Monomer 0.35
Template -
A0ADROFT23 1 A adenyiate dimethylallyifransferase S5eq ldentity
{ADP/ATP-dependant) 100 00%%
Cowverage

SlphaFold DB modsel of A0AFRDFT23 SOYER [(gene:
L1007 72420, organism: Glycine max (Soybean) ({Ghycine

hispid=])}
Biounit Oligo State MMonomear
G SaaE -
Method AlphaFold w2
Seq Similariby .61
Coverage 1.0
Range 1-340
= e \
Model-Template Aligmment - L\
Model O MNUVSFSAAVOEPVVASEFNPASDERNMDELE =0 hw"_k =3 /
ADACROFTE3. 1 _ AMNMVEB VSAAVCEFRPVVASFNPASLENMDSL S 2a x,-\\ J
Model OI EE H ol j\

ADADROETZ3. 1. Al LFRHHRNNEEEV VT INEATC TUESELATDL €0
wesel O AT QFPHAABIENGDENGVPECLDITTHEYEE &°

ADAOROETES. 1. AATOFPHAE T VS DENGPECLDITTNEYTE 94
Mozl 0l EERRSVHENTToTPRNrRTNE Ao ooEAE --°

ADAOROFTE3. 1. AEERRE VIHABLLE TUNPNTNF TAQGDE

DECDHAT

MoZel 0 LAVESINDCRDHEFIISCCSNSFLOATVEEH
ADACROFTE3. 1. ALAVESINERDLE T T c e INSFLD AL vHHH
wofel Ol DERREHFEOCFIRT TSNPV EHE R LS aARYD
ADAOROFTZE. 1. A TEFRLHYECCOFLAT P WEHLPVILESSLSARYD
Mool Ol ENSHSNOTEETHESEQEANDD T TN LRy 1T

ADAODROFTES. 1. ARMIPACOVHEVEESFQYHNDDYTVWELREIAT =0
Mol Tl EVPEHHOFFRASADCANERIEQRILENGTE ~

A0A0ROFT23. 1. A CVEEHHDE.

Model O SRETNNCSUSNRONOEITHRETEMEUERNEEE 7
270

ADACROFTES. 1. ASLETNNCESLANRBOQVOEITHRLYCM ER”—H-__HTE

Model Ol EirT R e e S e e

ANADROFTEE. 1 AT TEVFLENATRQEEAREAWEDHVLSESR =300

K 3 - Model Ol RO ey P A RS LA e =0
E [)E. SWISS'MODEL ADADRDOFT22. 1. ARILNEFLYEDIHVAPAGIAASVVIASSPPA 320
Model O SN A

SloAMAAAAAAATH 240

AR f& 4% %7 18 5 B 4T S 11 |
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P =ermEEN

. , ) Feature Display Mod
Entry matches to this protein® A I Options ~ | Feature Display Mode @
® Summary O Full
' 50 100 150 200 250 300 '
1 340
100 200 300

v AlphaFold Confidence

I D D N N s pLDDT 2

» Families
Representative families
P-loop containing nucleotide triphosphate hydrolases 5 == : -
S Bl 9 PruSy y P-loop containing nucleotide triphosphate hydrolases

Lo 4 : : Representative domains

TED domains (2

v Conserved Residues  Crystal structure of tRNA isopentenylpyrophosphate transferase (bh2366) domain
cd02019

Active site

FHHIERIR: InterPro
O t& A& 2 18 5 B 4T #£12 |
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P-loop containing nucleotide triphosphate hydrolases

P-loop containing nucleotide triphosphate hydrolases

Crystal structure of tRNA isopentenylpyrophosphate transferase (bh2366) domain

#UESRE: Swiss PDB Viewer
AR A A7 15 2 AT -
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Category: Biclogical Process (Gene Ontology) . Nr. of termis shown: -
MJCST_SOYBN
Group terms by: similarity == 0.8 7 Color Palette: mint - blue
Sort terms by Signal

ADADHOFTZ23

Biological Process (Gene Ontology) enrichment
FOR

- 1.0e-07
Isoprencid biosynthetic process - 1.0e-08

1.0e-05

Cellular biosynthetic process -. 1.0e-04
9.0e-04

i i ; £.0e-03

| | = .
WU 11L8A2_SOYEN . 2 2
=] Ml I ::: & 2
flﬂmﬂa?smau i - O

T Pigment bi iC process .
[}
phoipid bi s rnpas .

1.0 1.5 20 25 3.0 35
Signal

Download vector image (SVG) Download bitmap image (PNG}

Your Input:
@ ADAOROFT23  Uncharacterzed profein. (340 aa)
Predicted Functional Partners:

11LEAZ SOYBN  Nudhx lydrolase domain-containing proden
ITN3Z3_SOYBMN  Nudy fydiolase domain-corraiming proleain.
GFPS 7,

Spnase.

@ NJCS7_S50YBN Uncharacierized profem, Belongs o the FPP/GGPF synthase family.

1TKROQEB_SOWVBN Uncharaclerized protein; Belongs to the FPFYGGRP synthase family.

HiESEE: STRING
AR fE Ay 1 F B AT $£14 W



ZHIESRIE: UniProt
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T IPTRIEER
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| % sp|QILJLA|IPT8_ARATH
| % sp|Q94ID3|IPT1_ARATH

| % sp|Q9SB60|IPTA_ARATH
| % sp|Q9CELL|IPT6_ARATH
| % sp|Q93WCI|IPT3_ARATH
| % sp|Q94ID2|IPT5_ARATH

| % sp|Q94ID1|IPT7_ARATH

| % sp|Q9ZUXT7|IPT2_ARATH
| % sp|Q9C5J6|IPT9_ARATH

#£15 I
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66 A.thaliana
100 N.benthamiana
G.max
L.tulipifera
Z.mays
100 O.sativa

AEYIFRIPTERE

#IEFRIR: MEGA
af $& A& 2w 185 B 4T 216 @™
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