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2 KOTIOC TWV AOKNOEWV

e Xpnon twv dtayovidlakwyv putwv we BLOSEIKTEC EVAVTL TTAPAYOVIWY
NMEPLPAANOVTLKN G KATATIOVNONG

HSP90.1::GUS (At5g52640)
HSP90.3::GUS (At5g56010)
AOX1a::GUS (At3g22370)
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- Search

- Colocalization
- Gene Analysis
- Gene Identification
- Small RNA Targets
- MicroRNA Targets

AthaMap

AthaMap provides a genome-wide map of potential transcription factor and small RNA binding sites in Arabidopsis thaliana. Please refer to the description page for
detailed instructions on how to use the AthaMap tools. Please cite the corresponding publications when using AthaMap.
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Xpwon GUS drayovidlakwyv putwv o€ GUCLOAOYLKEC CUVONKEC
KOlL CUVONKEC KaTAmovnong
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