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Putative conserved domains have been detected, click on the image below for detailed results.
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Description |

score  score

V' TPA: hypothetical protein ZEAMMB73 704016 [Zea mays] 250 250
¥V hypothetical protein SORBIDRAFT 029028660 [Sorghum bicolar] >gb|EER99112.1] hypathetical protein SORBIDRAFT 029028660 [Sorghum bical 236 236
[™ hypothetical protein SORBIDRAFT 079015180 [Sorghum bicolor] >gb|EES14894.1] hypothetical protein SORBIDRAFT 07q015180 [Sorghum bicol 217 217
V' typeA response requlator 12 [Oryza sativa Japonica Group] »tpd|FAA00271.1| TPA: A-ype response requlator [Onza sativa Japonica Group] 167 167
V' PREDICTED: two-component response requlator ARRS-like [Brachypodium distachyon] 164 164
IV typeA respanse requlator 13 [Oryza sativa Japonica Group) 163 163
[ putative respanse requlator [Oryza sativa Japonica Group] >dbj|BAD05296.1| putative response requlator [Oryza sativa Japonica Group] =emb|CAI7! 162 162
I hypothetical protein Osl 29053 [Onza sativa Indica Group] 159 159
W response requlator [Zea mays] >gblAFWG2037 1 response requlator [Zea mays| 154 154
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Accession
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XP_002445399.1
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http://www.fundp.ac.be/sciences/biologie/urbm/bioinfo/esypred/






Combined
p-value

0414870674 |tpg|DAMOZ3LY]  2.53e-111

Name

011242049694 ref | XP_002452591.1] 2.78e-116
087116398 |dbj|BAET9358.1]  5.82e-111
01[357138640|ref[XP_003570898.1] 1.13e-103

gl87116400[cbj/BAETO350.1|  1.11e-110
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« Overexpression of a Type-A Response
Regulator Alters Rice Morphology and
Cytokinin Metabolism
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Plant Cell Physiol.48(3):523-539(2007)
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