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Phaseolus vulgaris Transcription Factor Database

Welcome to PvTFDB

Fhaszeoius vuigans is & herbaceous annual plant grown globsally for its estable dry seed called as beans or green beans for unripe
fruit. Its leaf has wvegetable properies whereas the straw is used as fodder. It is & member of the legume family Fabaceas, well
known for its nitrogen-ficing bactera properties. Phazeoluz vuigan=z is a highly wariable climber species with a long history of
culthvation. Phaseoclus vuigans is ong of the most significant food legurne in the biosphere. Although this crop is an essential crop to
both the developed and developing world &= & resources of distary protein source. |t delivers 15% of the protein and 30% of the
caloric necessity to the world's population, and symbolises 50% of the grain legumes used worldwide.

The recently published Cormmon bean’s genome sequence data (Jeremy, 5, et al. 2014) gwen us an opportunity to dewvelop a
comprehensive transcription factors (TF) database, called Phaseclus wulgan=s Transcription Factors Databsse [PwTFDB) using
warious computstional methods. P TFDE is the first online comprehensive TF database developed for the legume crop Phazeoius
wvuiganz L. (Commmon Bean). This database contains & set of 2370 predicted TF= [(Gene models) and classifies them into 48 TF
fammilies. In addition, this detabse provides comprehensive information at both famity and gene level. At family level, this database
provides description about the family, list of predicted TFs, phylogenetic tree for entire TF family and tissue specific RNA-Seq
based gene expression in the formm of hestmap for entire TF famiby. At gens level, this database provides physical location,
sequences [Protein, TODS, Transcript, Genomic and 2kb Upstreamn sequences), functional annotstion (by ImterProScan), protein
physical properties, mined S5Rs along with their primmers, mined Cis-elements from 2kb upstream sequences, orthologs in other
legume crops along with their protein sequences and tissue specific RMA-Seq expression. This databasse also provides the
researchers to download the entire data used to build the database fresly.

The design of PwTFDE database schemsa follows the "Three-Level-Schema” architecture, is shown in Figure 1 and dewveloped
using open-source softwares, MySQL, Apache and PHP. The PvTFDB schema disgram is shown in Figure 2.

To use this database, please follow through the tutorial provided in "Tutorial® tab.

If you use this database, please cite us:
EBhawna, VS Bonthala and Prasad & (2016). PvTFDEBE: A comprehensive FPhaseolus wvulgans's
Transcription Factor Database

Useful Links

Common bean's Genome
Sequence Data

Common bean's Genome
Sequencing Article
Common bean’s Expression
Atlas Database

Common bean’s Expression
Atlas Database Article
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Protein Sequence:

»Phvul.@816831289.1

iguknil Gesal MKSHNDGNTDDGNNHNEL GF SLSPHMKMETAS SADPPHHHHHHYYHHPQVSAAAAPCNTYPTHNFY TSHLNT SGICYGVGENSAFHPPLAMMPLKSDGS LCIMEAF TRSQT
IMEAFTRSQTQVMVPTTSPKLEDFLGGASMGAQDYGGHEREAMALSLDSIYYSSONAEPEANRDHPSSLGLLSDPFROOTHPYYSGLGIYQVEEEAKQPNVTVCSSQMPQ
VTVCS50MPOVVEEGTACFKNKVPORGYS5500NL EQQHQVNNSMGENHGASGNVGAGYGCGELQS LSLSMAPGSQSSCYTVRTQISSSGTESVVGDAKKRGSAKLGOKQ
RGSAKLGOKQPVHRKSIDTFGORTSQYRGYTRHRWTGRY EAHLWDNSCKKEGQTREGRQVYLGEYDMEEKAARAYDLAALKYWGPS THINFPLENYQTELEEMKNMSROE
EEMKNMSROEYVAHLRRKSSGF SREASHYRGY TRHHOHGRLQARTGRVAGNKDLYLGTFSTQEEAAEAYDVAATKFRGYNAVTNFDISRYDVERIMASNTLLAGELARRN
LLAGELARRNKESEPRTEATEYNVYSSQQAISSSREEAETVHNNDNNEK G55 SDKMAL YHQQOSNSNNCOMK TMKCGNYRGSAFSVSLQDLIGIDSVGSSQAMLEESTK
SQAMLEESTKIGTHFSNPSSLVTSLSSSREGSPDKTGPTVLFPKPPVGSKVVTSPTANGYSVESHFPSQMRPVAMSHLPVFAAKSDT

CDS Sequence:

>Phvul. 0016031200 1

ATGAAGTCCATGAATGATGGCAACACTGATGATGGGAACAATCATAACTGGTTGAGGTTCTCTCTCTCACCCCACATGAMATGRAAATTGCTTCTTCTRCTRACCCTCC
CTGACCCTCCTCATCACCATCATCATCACTACTATCATCACCCTCAGGT TTCTGCTGCTGCAGCACCTTGCARCACTGTTCCAACAAACTTCTATACCTCACACCTTAAC

Summary " Sequences || Annotation " Physical Properties || SSRs | Expression || Cis-elements " Ol | ACACCTTAACACCTCAGGAATCTGCTATGATGTTGEAGAARACAGTGCCTTTCACCCTCCCTTRGCCATATGCCCCTCAAGTCAGATGAGTCACTTTGCATTATGGAAG

| ATTATGGAAGCTTTCACCAGATCACAAACCCAAGTRATGATGCCAACTACATCCCCARAACTCGAGGACTTCCTTGAT GATGCALGTATAGRAGCTCAAGACTATGRAGG
TF ID: Phwul 001G031200.1 ACTATGRAGGACATGAAAGAGANGC AT GGECTCTALGCCTAGACAGCATCTACTATAGT AGC CAGAATGCAGAACC TRAAGCCAACAGAGACCATCCTTCTTCTTTAGAC
TTCTTTAGGCCTTCTTTC TGACCCCTTCAGGCAACAAACCCATCCATATTAC TCGAGRC TTGRGATTTACCAAGTGRAGGAGGAAGCAAAGCAACCCAACGTGACAGTTT

Chromosome: PvOl GTRACAGTTTGCAGCTCCCAAATRCCTCAAGTGGTGRAAGAAGGCATTRCATGCTTCAAAAACTGEGTGLCCCAAAGGRGATATTCTTCCTCTCAGCAGAATCTGRAGCA
Gene Start: 007733 ATCTGGAGCAGCAGCATC AAGTGAATAACAGTATGRGRGAGAATCACGGTAC TTCTGRGAATGTTGGTGCTGRTAT TR TTATRAGRAGTTRCAGTCTTTGAGTTTGTCT
GAGTTTGTCTATGAGTCCTGATTCTCAATCTAGCTGTGTCACAGT TCCAACTCAGATCTCATCTTCTAGRACTGAATCAGTGGTTGRGGATAC CAARAAGAGAGGTTCTG

Gene End: 2912245 AGAGGTTCTGCTAAGCTCGGCCAGAAGC AACCTGTRCATAGGAAATCCATTGACACATTCAGCCAGAGAACTTCTCAGTATAGAGGTGTCACAAGGCATCGATRGACTRG
. : GATRGACTAGAAGATATGAAGCACATTTGTAGEATAATAGCTGCAAGAAGGAAGRGC AAACCAGRAMAGGACGACAAGTTTATTTGAGTGATTATGATATGGAAGAGAAL
Orientation: * GGANGAGLALGCTACAAGAGCATATGATCTTGLGRCTCTCAAGTATTRGGACCTTCAACGCACAT ARACTTCCCGTAGAARATTACCAMC TRAACTT GAAGAAATGA
CDS Lenath: 5064 GAAGAAATGANGAATATGAGCAGGCAGGAATATGTAGCCCACTTRAGAAGAAAGAGTAGTGGGTTTTCAAGRGGTGCCTCAATATACAGAGGAGTGACAAGACACCATCA
= GACACCATCAACATGRCAGGTGRCAAGC AMGGAT AGGCAGAGT TRCAGGARATAAGGAC CTTTATCTTGRGACATTCAGTACT CAAGAGRAAGCAGC TRAAGCATATGAC

Gene Lenath: 4512 AGCATATGACGTAGCTGCAATCAAGTTTCGTGGAGTGATACTGTGACCAAC TTTGACATCTCAAGATACGATGTTGAGAGRATCATGRCCAGCAACACCCTTCTTACTG
= CTTCTTACTGRAGAGTTGACAAGAAGAAAC AAGGAGAGT GAGCCAAGAACTGAGRCCACAGAGTACAACGTTGTGT CAAGC CAACAAGCCATAAGCAGCAGCAGGGAAGA

Frotein Length: 6a7 GCAGGGAAGAAGCTGAGACTGTGAACAACAATGACAATAATGAGAAGGGATCATCATCAGATTGGAAGATGGGTTTGTATCATCAACAACAGT CABACAGCAACAACTGT
TF Familv: AP2 CAACAACTGTGACATGANAACCATGAAGTGTGGAAAT TATAGAGRTTCTGCTTTCTCTGTGTCCCTACAAGAT CTCAT TAGRATTGACTCAGT AGGATCTAGCCAGGCCA

AGCCAGGCCATGC TOGAGRARTCTACTAAGATAGGCACT CATTTTTCAAACCCCTCCTCGCTRATCACCARTTTAAGCAGCTCAARGGAAGGTAGCCCTRACAAAACGGG
ACAAAACGGGTCCCACTRTACTCTTTCCAAAGCCTCCGETAA0GTCAAAGGT TATCACTAGCCCTATTACTAATGATATAAGTATTGACTCTTGATTTCCCTCTCARATG
CTCTCAAATGAGOCCAGTOOCAATGTCTCACTTACCAGTTTTTGCTGCATGGAGTGATACCTAG
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Summary || Sequences " Annotation "

Database
Pfam

Pfam

SMART
SMART
PRINTS
PRINTS
InterProScan
InterProScan
ProSiteProfiles
ProSiteProfiles
SUPERFAMILY
SUPERFAMILY
Gene3D
GenedD
PANTHER
PANTHER

GO

GO

GO

Accession ID
PFODG4T

PF0084T

SM00380

SMO0380

PRO0367

PRO0367
IPRO01471
IPRO1B1TT
P551032

PS51032
SSF54171
S55F54171
G3DSA:3.30.730.10
G3DSA:3.30.730.10
PTHR32467-SF0
PTHR32467
G0:0006355
GO:0003700
GO:0007275

Physical Properties || S55Rs Il Expression || Cis-elements || Orthologs

Go Back|

Description

AP2 domain

AP2 domain

DMA-binding_domain_in_plant proteins such as APETALAZ2 and EREBPs
DMNA-binding_domain_in_plant_proteins such_as APETALAZ2 and EREBPs
Ethylene responsive element_binding_protein_signature

Ethylene responsive element binding_protein_signature

AP2/ERF_domain

DNA-binding_domain IV

Start End E-value
429 478 | 6.9E-12
325 384 ||11E-13
428 ||492 ||49E-34
326 396 | 1.8E-28
327 338 || 34E6
468 || 488 || 34E6

Summary || Sequences || Annotation " Physical Properties " S5Rs || Expression || Cis-elements " Orthologs |Go Back|

Molecular Weight (Da):
Aromaticity:

Instability Index:
Isoelectric Point (pl):
Fraction of Amino Acids:
in Helix:

in Turmn:

in Sheet:

75431.6671
0.077
4951 [Stable < 40 > Unstable]

6.639

0.2212
0.3158
0.2241
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SSR Motif Motif Length Motif Repeat Motif Repeat Length SSR Motif Sequence Get
AGC 3 3 9 AGCAGCAGC Primers
ATC 3 3 9 ATCATCATC Primers
CAT 3 3 9 CATCATCAT Primers
CTG 3 3 9 CTGCTGCTG Primers
CTT 3 3 9 CTTCTTCTT Primers
GGA 3 3 9 GGAGGAGGA Primers
Primer Details:
Forward Primer Start | Length Em“ E;: Elr:: Het Reverse Primer Start | Length Em“ E;:
ATTCTTCCTCTCAGCAGAATC || 683 | 21 5525 | 42.86 || 146 TTGAGAACCAGGACTCATAGA |828 | 21 54.92 || 42.86
ATTCTTCCTCTCAGCAGAATC | 683 | 21 5525 | 42.86 || 152 GCTAGATTGAGAACCAGGACT |834 |21 55.21 || 47.62
ATTCTTCCTCTCAGCAGAATC | 683 | 21 5525 || 42.86 || 149 AGATTGAGAACCAGGACTCAT |831 | 21 55.29 || 42.86
GCAAGAAGAAACAAGGAGAGT | 1519 | 21 5541 | 42.86 || 145 AATCTGATGATGATCCCTTCT || 1663 | 21 5513 |[ 381
GATACGATGTTGAGAGGATCA | 1466 | 21 55.13 || 42.86 || 163 TTGTTCACAGTCTCAGCTTCT || 1628 | 21 55.24 || 42.86
CAAGAAGAAACAAGGAGAGTG | 1520 | 21 5431 || 42.86 || 144 AATCTGATGATGATCCCTTCT || 1663 | 21 55.13 |[38.1
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Tissue Specific Expression [Normalized RPEM)
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Summary " Sequences || Annotation

For complete details about this heatmap of expression data, please go through The Common Bean Gene
VII
Summary | Sequences “ Annotation || Physical Properties H 55Rs | Expression H Cis-elements H Orthologs ||M|
Site Name Location Strand Signal Sequence Site ID
ARRIAT 8 NGATT 5000454
ARRIAT 14 MGATT 5000454
POLASIG2 i + AATTARA 5000081
SEF4MOTIFGNTS 30 RTTTTTR 5000103
CACTFTPPCA1 ) + YACT 5000448
WBOXNTCHN4S k! + CTGACY 5000508
WBOXHWVIS 4 + TGACT 5000442
WRKYT105 4 + TGAC 5000447
WHOXNTERF3 4) + TGACY 5000457
TATABCHKE 45 TTATTT 5000203
POLASIG3 4 + AATAAT 5000088

Plant

Lotus japonicus
Lotus japonicus
AdzukiBean
Lotus japonicus
Pigeonpes
Lotus japonicus
Soybean
Figeonpes
Soybean
Soybean
Mungbean
Lotus japonicus
Soybean
Soybean
Pigeonpes

Lotus japonicus

Ortholog 1D
Lj0gan0070588. 2
Lj0gn-0070588.1
Wangl1g18250.1
Lj3gav2612440.1
C.cajan_ 04850
Lj2gaw1455120.1
GlymalBg3i241.1
C.cajan_18251
Glymal4g10130.2
Ghymali41s50.1
WradilGg14410.1
Ljdga2120330. 1
Ghyma17glT010.1
Ghyrma13g00as0, 1
C.cajan_ 03555
Ljigav2841310.1

|dentity (%)
£5.00
£5.00
81.18
B6.02
86,46
B4.78
84.78
B4.60
84.36
B4.34
82.31
81.08
80.08
B0.08
80.70
B0.38

Start
213
158
1

1
147
211
211
200
1

1

1

1
134
130
132
133

End
232
177
600
107
503
258
258
305
508
520

111
aar
333
333
188

Physical Properties || 55Rs " Expression " Cis-elements I Orthologs |IMI

E-Value
1205
5o 05
0.0
1250
0.0
3e-21
2e21
20114
0.0
0.0
0.0

42-117
2e-117
1e-116
le-24
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Search by Function
GO ID: [60:0003677
Pfam ID: [eg: PFO024T |
SMARTID: leg: SM01018 |

There are 945 Transcription Factors are present with GO ID: GO:0003677

Phvul 001G008200.1 Phvul.001G011000.1 Phvul.001G011000.2 Phvul 001G011100.1 Phvul.001G018400.1
Phvul 001G018500.1 Phvul.001G018500.2 Phvul.001G018500.3 Phvul 001G018500.4 Phvul.001G023400.1
Phvul.001G023600.1 Phvul 001G032200.1 Phvul.001G032200.2 Phvul 001G034200.1 Phvul 001G059900.1
Phvul.001G059900.2 Phvul 001G062100.1 Phvul.001G068200.1 Phvul. 001G072200.1 Phvul.001G080800.1
Phvul 001G086800.1 Phvul.001G091100.1 Phvul.001G091400.1 Phvul 001G 100200.1 Phvul.001G100500.1
Phvul 001G106400.1 Phvul.001G106700.1 Phvul.001G117200.1 Phvul 001G 126400.1 Phvul.001G141000.1
Phvul.001G143500.1 Phvul 001G161700.1 Phvul.001G175700.1 Phvul.001G176100.1 Phvul.001G184800.1
TF ID: Phvui 001G00B200. 1 Phvul.001G184900.1 Phvul 001G186400.1 Phvul.001G192000.1 Phvul.001G193100.1 Phvul 001G 195800.1
Phvul 001G196100.1 Phvul.001G196900.1 Phvul.001G202000.1 Phvul.001G224900.1 Phvul.001G228600.1

InterProScan ID: [eg: IPRO03340 |
ProSiteProfiles ID: |l=g: P550855 |

Summary " Sequences || Annotation Physical Properties || 55Rs " Expression " Cis-elements

chromesome. ! Phvul.001G241000.1 Phvul.001G254000.1 Phvul.001G262600.1 Phvul.001G263000.1 Phvul.001G263400.1
Gene Start 704228 Phvul.001G263400.2 Phvul.002G008600.1 Phvul.002G010300.1 Phvul 002G022000.1 Phvul.002G024800.1
Gene End: g Phvul.002G027200.1 Phvul.002G048200.1 Phvul.002G048200.2 Phvul 002G049800.1 Phvul.002G056300.1
S N Phvul.002G061000.1 Phvul.002G061000.2 Phvul.002G064100.1 Phvul.002G064100.2 Phvul.002G067200.1
S0 Lenath > Phvul.002G084000.1 Phvul.002G085700.1 Phvul.002G088600.1 Phvul.002G094100.1 Phvul.002G095800.1

' Phvul.002G100800.1 Phvul.002G100800.2 Phvul.002G109400.1 Phvul 002G110900.1 Phvul.002G111600.1
Gene Length: 5254 Phvul.002G112200.1 Phvul.002G112200.2 Phvul.002G114500.1 Phvul 002G114500.2 Phvul.002G137000.1
e ETNETONT = Phvul.002G143900.1 Phvul.002G143900.2 Phvul.002G144900.1 Phvul 002G147600.1 Phvul.002G153300.1
- = Phvul.002G159000.1 Phvul.002G170200.1 Phvul.002G170400.1 Phvul.002G170600.1 Phvul.002G171600.1

Phvul.002G172300.1 Phvul 002G172300.2 Phvul.002G172800.1 Phvul.002G177600.1 Phvul 002G183400.1
Phvul.002G187900.1 Phvul 002G194600.1 Phvul.002G197500.1 Phvul 002G206300.1 Phvul.002G209300.1
Phvul 002G212400.1 Phvul.002G215500.1 Phvul.002G224900.1 Phvul 002G226100.1 Phvul.002G229100.1
Phvul 002G229800.1 Phvul 002G229800.2 Phvul.002G230100.1 Phvul 002G230200.1 Phvul 002G230300.1




SEARCI

BT

:
[

BY

Search by Function
GO ID:
Pfam ID: [PFoog4]
SMARTID:
InterProScan ID:
ProSiteProfiles I1D:
Summary " Sequences " Annotation Physical Properties " 55Rs || Expression " Cis-elements Ortholegs |'3':' Back
TF D Phvul. 002G008100. 1
Chromosome: PvO2
Gene Start: 1068028
Gene End: 1081555 Fhvul 002G009100.1
: — Fhvul 005G138300.1
Crrientation: -
riEntation Phvul.005G126600.1
CDS Length: 1707 Fhvul 007 G102800.1
_ Fhvul 001 G160300.1
Gene Length: 3527 Fhyvul 006G047800.1
Protein Length: 505 Phvul. 001G023700.1
Phvul 002G055800.1
TF Family: AFZ2 Frvul. 001 G137500.1

Fhvul.010G130200.1
Phvul. 007 G128100.1
Fhvul.003G111800.1
Fhvul.007G135300.1
Fhvul.001G160400.1
FPhvul.011G058000.1
Fhvul.001G157600.1
Fhvul.001G187100.1

Fhvul.008G019600.1
Phvul 005G170600.1

Fhvul 0070820001

Fhvul.009G123300.1

FPhvul 003G165000.1
Phvul. 00531052009
Fhvul.010G050600.1
Fhvul.010G130200.1
Phvul.001G031200.1
Phvul.003G111800.1
FPhvul.007G128000.1
Fhvul.003G180000.1
FPhvul 01130580001
Phvul.011G107800.1
Fhvul.003G035500.1

Phvul.002G056500.1
FPhvul.003G069000.1
Phvul.011G071100.1
Phvul 007 G082000.2

Fhvul.008G246000.1

Fhvul . 009G074300.1

FPhvul.008E046400.1
Phvul.008G131500.2
FPhvul.002G295700.1
Phvul.001G031200.1
Fhvul.010GE050700.1
Phvul.003G232600.1
Fhvul.008G159400.1
FPhvul. 00431220001
Phvul.011G107800.2
Phvul.010G124700.1

Phvul 002G267800.1
Fhvul.003G069000.1
Phvul.011G071100.1
FPhvul.010G035200.1
FPhvul.002G009100.2 Phvul.002G009100.2 Phval 007 G272800.1
Fhvul.008G043500.1
FPhvul.009G074300.1
Phvul.010G092300.1
Phvul 006G163100.1
Phvul 003G212700.1
Phvul.002G016900.1
Phvul 002G016700.1
Phvul.003G232600.1
FPhvul.002G153900.1
Phvul . 008G271100.1
Phvul 008G172200.1
Phvul.009G013200.1

There are 220 Transcription Factors are present with Pfam ID: PFO0847

Fhvul.002E009100.1

Phvul.005G138300.1
Phvul.009G251600.1
Phvul.007G102800.1
Phvul.002G035900.1
Phvul.005G126300.1
Fhvul.008G043500.1
Phvul.007G241600.1
FPhvul.004G081200.1
Phvul.002G163700.1
FPhvul.004G169800.1
Phvul.002G016900.1
Phvul.001G131300.1
Phvul.010G114900.1
Phvul.002G149500.1
Phvul.009G137000.1
Phvul.003G223600.1
Phvul.007G255100.1
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Search by Function

GO ID: = 7 |
Pfam ID: [eg: PFO0847 |
SMART ID: SN0 1018]
InterProScan ID: [eq: IPRO0334C |
ProSiteProfiles ID: | |eg: FE508a: |
Summary " Sequences " Annotation Physical Properties " 55Rs " Expression ” Cis-elements Orthologs |@

TF ID: Phvul. D06G181200.1

Chromosome: PvD5

Gene Start: 20058020

Gene End: 20084102

Crientation: +

CDS Length: 2205

Gene Length: 6073

Frotein Length: T34

TF Family: ARF

There are 123 Transcription Factors are present with SMART ID: SM01019

Phvul.006G181200.1 Phvul.001G018500.2 Phvul 001G018500.2 Phval 001G018500.2 Phvual 001G018500.3
Phvul.001G018500.3 Phvul 001G018500.3 Phvul 002G229800.2 Phvul 007 G102800.1 Phvul. 007 G102800.1
Phvul.003G128800.1 Phvul 009G064100.1 Phvul 006G100700.1 Phval 006G100700.1 Phvul 006G079300.2
Phvul. 006G079300.1 Phvul . 010G120900.3 Phvul.010G120900.1 Phvul.010G120900.2 Phvul.010G011600.1

Fhvul.011G050800.1 Phvul.011G050800.1 Phval.001G018500.4 Phval.001G018500.4 Phval 001G018500.4
FPhvul.001G018500.1 Phvul 001G018500.1 Phvul.001G018500.1 Phvul.008G244300.1 Phvul.002G282200.1

Phvul 011G072600.2 Phvul 001G008200.1 Phvul 0070229001 Phvul 007 G022900.1 Phvul 009G169200.1
Phvul.006G114300.1 Phvul 007 G149000.1 Phvul 007 G019500.1 Phvul 007 G019500.1 Phvul.003G011300.1
Phvul.003G011300.1 Phvul 011G050700.2 Phvul 011G050700.2 Phvul.011G050700.1 Fhvul.011G050700.1

Fhvul.009G260100.1
Phvul.003G032400.1

Fhvul.011G080100.1
Fhvul 003G075800.1

Phvul . 003G11

Fhvul.005G136900.1 Phvul 008G247500.1
Fhvul.007G002900.1 Phvul 007 G002900.1

18001 Phvul.003G111800.1
Phvul.005G134500.2 Phvul 00131921001
Phvul.006G084200.2 Phvul 002G229800.1 Phval 002G17 76001

Fhvul.003G033400.1
Phvul.001G018400.1
Phvul 008G197600.1
Fhvul.002G233600.1

FPhvul . 003G007TE00.1

Fhvul.003G033400.1
FPhvul.001G018400.1
FPhvul.008G220000.1
Fhvul.008G242400.1
FPhvul 003G00TE00.1

Phvul. 003G007600.2 Phvul 003G007600.2 Phvul 011G050600.2 Phvul . 011G050600.2 Phvul 00851184001
Phvul.011G050600.1 Phvul.011G050600.1 Phval.008G140200.1 Phval 011G072600.1 Phvul 008G118400.2
Fhvul.003G007500.1 Phvul 003G007500.1 Phvul. 007 E041900.1 Phvul.007G041900.1 Fhvul. 007 G041900.1
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Family: AP2

Family Description:

The AP2/ERF superfamily is defined by the AP2/ERF domain, which consists of about 60 to 70 amino acids and i1s involved in DNA
binding. These three families have been defined as follows. The APZ family proteins contain two repeated AP2/ERF domains, the ERF
family proteins contain a single AP2/ERF domain, and the RAV family proteins contain a B3 domain, which is a DNA-binding domain
conserved In other plant-specific transcription factors, in addition to the single AP2/ERF domain. It has been demonstrated that the
APZ2/ERF proteins have important functions in the transcriptional regulation of a variety of biological processes related to growth and
development, as well as various responses to environmental stimuli. Genes in the APZ family have been shown to participate in the
regulation of developmental processes, e.g. flower development, spikelet meristem determinacy, leaf epidermal cell identity, and
embryo development. Using an in vitro selection procedure, the DNA binding specificity of the two AP2 repeat containing protein ANT
was found to be 5'-gCAC(A/GIN(A/M)TcCC(a/g)ANG(c/t)-3'. This consensus site i1s much longer than sites recognized by proteins
containing a single AP2 repeat and neither AP2 repeat of ANT was alone capable of binding to the selected sequences, suggesting that
both AP2 repeats make DNA contacts.

Reference: 16407444
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The phylogenetic Tree was created using MEGA software
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Tissue Specific Expression of Entire TF Family using normalized RPKM values.
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For complete details about this heatmap of expression data, please go through The Common Bean Gene
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