ver.11.1

.
L OATTED-! last update: 2022.9.15

ATTED-I

provides co-regulat

| All words

L3 Search Hihe, gj Draw T

E
. GeneTable - NetworkDrawer 2022.09.15
: (E:dgeg\nnotatlon —_ ' gClust_er o * [Bug fix] The coexpression z-score of
- CoExSearch T — - CoexViewer P a guide gene was incorrectly
. etc. . etc. ' '

duplicated in the reference column(s)
~f A maralan ~nanals) in the same

s been fixed. We
or any

ek AR

2023-10-05 b —I—DHY v KRI Loo23 (HARARNAR)

FALRA REABilEY

M Browse

| Target sp

ave revised the

. . . calculation method of the union
<« Arabidopsis ~(~ Field mustard « Soybean T



D % B S Il

vrte



- AT F

Mirls Ak

M= Y

3r72e

B FHAERICK 5 ELTFDHERER

ETILIEY

X JEN 6 @
=

ES

=T VB SR I3 T — &7 BIRE

B 7

— F DA

/

3 /14




4 /14

JE

) W2 a— R 3=
(BEFRERF-IN-Z o EEFHRE 5 EEEEER

ATTED-II

» VA

)

" ver.11.1
@ CATTED-! ‘ Gene A

ATTED-II ;.
provides co-regulated gene relationships to estimate.gene functions

Gene B

&3] Search T gj Draw X
E
- GeneTable - NetworkDrawer
- EdgeAnnotation - HCluster 2=
- CoExSearch e ——— - CoexViewer < /};"jr’
(i) Browse @) Bulk download

| Expression Protein structure
O @ i — A - _ A -

fIR%E : BA13001—Y PR3 5 >N 80— N8
31F% : 17008 Y - -

\.




5 /114

o) BUATL AP0 2k 11k

Huang+ (Science 2019) Supplementary Table 3 (—HEE)
A specialized metabolic network selectively

. . . . Rank AGI code Gene annotations
modulates Arabidopsis root microbiota.
1 | At5g47990 (THAO) | Cytochrome P450, family 705, subfamily A
Lty SIEET Query 2 | At5g48010 (THAS) | Thalianol synthase 1
= 3 | At5g48000 (THAH) | Cytochrome P450, family 708, subfamily A
9 I J 7/ — 1y 4 |At5g47980 (THAA1T)| HXXXD-type acyl-transferase family protein
THAO HHBIEF 5 At1g66800 NAD(P)-binding Rossmann-fold superfamily
* ¥:ﬁﬁ 6 At1g14960 Polyketide cyclase/dehydrase and lipid transport
T6 7 | At5g42590 (MROQO) | Cytochrome P450, family 71, subfamily A
8 At2g01880 Purple acid phosphatase 7
THAA1T "z j— . :
BREIEF 9 At3g29250 NAD(P)-binding Rossmann-fold superfamily
17 10 At3g45710 Major facilitator superfamily
e — — 11 At5g23840 MD-2-related lipid ition d in-containi
* SBIEEEEE g related lipid recognition domain-containing
12 At5g38030 MATE efflux family
T8 13 At4g22610 Bifunctional inhibitor/lipid-transfer protein/seed
* B FXK[ETE 14 At5g42580 Cytochrome P450, family 705, subfamily A
T9 15 At2g16005 MD-2-related lipid recognition domain-containing
16 At3g46700 UDP-Glycosyltransferase superfamily
+ THAAZ2 17 At5g38020 S-adenosyl-L-methionine-dependent
9 I J Y 18 |At5g47950 (THAAZ2)| HXXXD-type acyl-transferase family
19 At1g50560 Cytochrome P450, family 705, subfamily A
20 At4g12550 Auxin-Induced in Root cultures 1
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Hirai+ (PNAS 2007) Omics-Based ldentification of Arabidopsis Myb Transcription Factors Regulating Aliphatic Glucosinolate Biosynthesis.
Sawada+ (PCP 2009) Omics-Based Approaches to Methionine Side Chain Elongation in Arabidopsis: Characterization of the Genes
Encoding Methylthioalkylmalate Isomerase and Methylthioalkylmalate Dehydrogenase.
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Hirai+ (PNAS 2007) Omics-Based ldentification of Arabidopsis Myb Transcription Factors Regulating Aliphatic Glucosinolate Biosynthesis.
Sawada+ (PCP 2009) Omics-Based Approaches to Methionine Side Chain Elongation in Arabidopsis: Characterization of the Genes
Encoding Methylthioalkylmalate Isomerase and Methylthioalkylmalate Dehydrogenase.
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https://atted.jp/top_draw/#CoexMap
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100 Down-regulated genes
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https://atted.jp/top _draw/#GlobalViewer
Kakui+ (Front Plant Sci 22) Pollen Number and Ribosome Gene Expression Altered in a Genome-Editing Mutatnt of REDUCED POLLEN NUMBER1 Gene.
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