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Main Methods Taxa Resources Publications Contacts

PlantTribes

[ hore MG

Keyword Search
Search by Gene 1D {ie, 'At1g01010% or Annaotation {ie, MAC domain protein’)

I'D L” search | dema | help

Pfam Search
Search by PFAM Domains using Accession (e, 'PFO14867, Mame (ie, K-box'l, or Description (ie, k-hox region’)

|An::n:essin:|n LI | Search | demo | helip

Tribe Size
Search by number of genesftribe in Arabidopsis, Rice, or Both

# SenesiTribe
rinimnurm  kaEximum

Arabiciopsis [10 12

Rice | |

Total | |

Stringency |3 'I Zearch | demao | help



stringency 3

Ath 10-12
Osa any
Total any
Tribe Name # Ath # Rice # Total
protein zin¢ copia polyprotein 11 a0 41
protein argonaute [mouse-ear cress] 10 249 a8
3916140748 strictosidine protein synthase 11 28 a4
lipase protein domain. triacylglycerol 12 260 fata
atpase plasma membrane proton 12 23 28
fucosyltransferase xyloglucan 2.4.1.- ec 10 23 33
respiratory burst oxidase protein 10 243 a3
protein predicted of function 10 22 a2
bzip transcription factor protein 10 21 231
protein amino acid k5k13.9 11 20 231
inoasitol pelyphosphate 5-phosphatase protein 11 19 a0
contains protein fln 19.7 12 18 a0
aldo/keto oxidoreductase reductase family 10 19 29
nonspecific protein lipid-transfer precursor 11 18 29
phosphate:h+ phosphate inorganic transporter 11 18 29
protein er33 bhlh ethylene-responsive 12 17 28
auxin-induced saur protein 8371764124 11 17 28
sulfate transporter sulphate protein 12 16 28
ap003045 histone h2b protein 11 17 28
trehalose-phosphatase trehalose-8-phosphate synthase 11 17 28
dimethylaniline monooxygenase flavin-containing protei 11 17 28
protein transposase 11 17 28
zZinc protein finger similarity 12 16 28

protein plant-specific domain tigro1570 12 16 28




Tribe ID 4839
Tribe Name zinc finger protein 146-2518
stringency str3

Arabidopsis Rice Total
% Saquences 10 g 19
% Sequences 52 A3 4737
GC Content 0467932 0502903 0484497
Avg Evalue 34 6667 44 8103 34.3279
Min Evalue 11 9
Tribe Distributions
1= 156 (19
3=>469 (19
5=»426 (19
Get FASTA Sequences

Type:IPrDtein vl RUMN FASTA |

Tribe Membership

ID 1.2 3.0 5.0 Annotation
1 At1¢04990 156 469 426 Fincfinger protein 2, putative / similar to GB AL
2 At2g32930 156 469 426 expressed protein/; supported by cOMA gi_ 4=
3 At2g47850 156 469 426 unknown protein /
4 At3g02830 156 489 426 Zincfinger protein 1 (Zfn1) /identical to zine fing
5] At3g06410 166 469  42¢ hypothetical protein £ similar to zine finger prote
3] At3g12680 156 469 426 hypothetical protein / containg Pfam profile PRC
7 At3g48440 156 4692 426 putative protein / predicted proteins, Arabidops
5] At5g16540 156 469 426 Zncfinger protein 3 {gh|AAD27875.1)/
c| At5¢18550 156 469 426 Fincfinger -like protein / Zinc finger protein 1, A
10  At5g63260 156 469 426 putative protein / contains similarity to zinc finge
11 Os11g6415.m00179 156 469 426  .zincfinger protein 1 ()
12 0Os1294544.m00164 156 469 42 zinc finger protein ()
13 Os12g6085.m00030 156 469 426  gene id:MDC12.23-related ()
14  0Os1g2580.m00135 1658 469 426  zinc finger protein ()
18  Os1g2710.m00126 156 469 426 putative zinc finger protein ()
16 0Os1g2710.m00137 156 469 426 putative zinc finger protein ()
17 Os1g2764.m00121 156 469 426 146-2518 ()
18  0s6¢5070.m00198 156 469 426  At1g04990/F13M7_1-related ()
19  0Os6g5165.m00067 156 489 426  hypothetical protein ()
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Percentage of Tribes
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Distribution

of Tribe Sizes
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Heat Shock Transcription Factors

Heat Stress Transcription Factor (Hsf) family

Ath-Os Ath
Gene Locus (Alias) 1 3 5 1 3 5  Annotation
AT1G32330  AT1G3Z330 196 182 183 148 120 107 ‘heat shock transcription facto
AT1GA6264  AT1G4RZR4 196 182 164 148 1200 107 “heat shock transcription facto
ATIGETIT0  ATTGETYTO 188 152 123 148 120 107 putative heat shock transcripti
AT2G2E150  AT2G261a0 196 182 183 148 120 107 putative heat shock transcripti
AT2GA1690  ATZG41640 196 182 183 148 120 107 potative heat shock transcripti
AT3G02990  AT3GO2440 188 152 123 148 120 107 putative heat shock transcripti
ATIG22830  ATIGZZB30 196 182 183 148 1200 107 putative heat shock protein
ATIG24520  ATIG24520 196 182 183 148 1200 107 ‘heat shock transcription facto
AT3G51910  ATIGE1H10 188 152 183 148 120 107 putative heat shock transcripti
ATIGEIIS0  ATAGREI3A0 196 182 184 148 1200 107 heat shock transcription factor
AT4GT1660  AT4G11660 196 152 123 148 120 107 heat shock transcription factor
AT4G13980  AT4G13980 196 182 183 148 120 107 heat shock transcription factor
ATAGITT50  AT4GATTA0 186 152 153 148 120 107 CABITDASS
AT4G18880  AT4G1A8A0 196 182 183 148 120 107 heat shock transcription factor
ATAGIEZ90  AT4G3R490 196 182 183 148 1200 107 heat shock transcription factor
ATSGO3T20  ATAGD3T20 196 182 183 148 120 107 heat shock transcription factor
ATSG16820  ATAG1EBZ0 196 152 193 148 120 107 HeatShock Factor 3
ATSGA3840  ATHG4384(0 196 182 184 148 1200 107 heat shock transcription factor
ATSGASTI0 - ATAG4aT10 196 182 183 148 120 107 heat shock transcription factor
ATSGS40T0  ATAGE4070 196 182 183 148 120 107 putative protein
ATEGE2020  ATHGE2020 186 152 153 148 120 107 heat shock factor B
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