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AUXIN RESPONSE FACTOR
BRASSINAZOLE RESISTANT
Cauliflower mosaic virus
C-REPEAT BINDING FACTOR
Coding sequence

Chromatin immunoprecipitation
Cyanine3 cytosine triphosphate
Cyanine5 cytosine triphosphate
Dimethyl sulfoxide
DEHYDORATION-RESPONSIVE ELEMENT-BINDING
PROTEIN

DEEPER ROOT

Emerald luciferase

ETHYLENE RESPONSE FACTOR
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GA 20-oxidase
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GA INSENSITIVE

GA METHYLTRANSFERASE
Geranylgeranyl diphosphate
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Heat shock element

Heat shock transcription factor

Heat shock protein
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MULTIPROTEIN BRIDGING FACTOR
microRNA
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REFZ Rk CE LR MR 5K 7 PIF4 (Phytochrome interacting factor 4) (27 H L. PIF4 23
IR TERETE L CH B/ MEREAFH > CUWDAZ A& R LT (Koini et al., 2009), 214 i
fa e LT PIF4A @ N FOWFZEREED DT, £ D5 R AN 28°C AL DR

IZSHENDE PIFA OB TFRADFESN . A —F L BlERTHD
YUCCA8 DEREEMALZ T L T —F Bl aREL | MR ARZ ST 52823
RESLTUVD (Sunetal., 2012),

F72 Kumar & Wigge [ZIRE o —DRIEZ HREL T, IRETERETE AUA THH HIIC
e 2 AR RARZNABAR A HBEL 7o, O 2N B L 7228 SR D JE KB AR -1
SWR1 & KOY 7 =y ra—K32% ARP6 (Actin-related protein 6) THh-7=,
SWRL HEMIERI LAY — LA T D AR JVBEREZRFHL , AN H2A &%
DANVT U THDHH2AZ LAZHS DEEREZFF D, XTLAY — AT H2AZ D3 IA E
ol XTVAY — LOMEIENEACT D720 S15.[K -0 DNA fE & MEIC R E P2

rml*
o

10



THIENMSI TS (Zhang et al., 2015), Kumar & Wigge 1%, arp6 28 2K Tl X
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