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Bioinformatics analysis of Gerbera (Gerbera hybrid) cut flower EST
sequences to determining genes involved in resistance to Botrytis
disease
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Gene Description Gene ID

MYB73 myb domain protein 73 AT4G37260
PPR Pentatricopeptide repeat (PPR) superfamily protein AT4G35850
ATMYB21 myb domain protein 21 AT3G27810
RHC1A RING-H2 finger C1A AT2G40830
MHK Protein kinase superfamily protein AT4G13020
AtUGT85A3 UDP-glucosyl transferase 85A3 AT1G22380
UBQ4 ubiquitin 4 AT5G20620
CDC48C cell division cycle 48C AT3G01610
HSC70-1 heat shock cognate protein 70-1 AT5G02500
ATRABG3C RAB GTPase homolog G3C AT3G16100
UBQ14 Ubiquitin family protein AT4G02890
UBQ1 ubiquitin extension protein 1 AT3G52590
CKA1l casein kinase alpha 1 AT5G67380
CAM7 calmodulin 7 AT3G43810
ATRABG3F RAB GTPase homolog G3F AT3G18820
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Gene Description Gene ID

MYB73 myb domain protein 73 AT4G37260
PPR Pentatricopeptide repeat (PPR) superfamily protein AT4G35850
ATARFB1A ADP-ribosylation factor B1A AT2G15310
ATMYB21 myb domain protein 21 AT3G27810
RHC1A RING-H2 finger C1A AT2G40830
MHK Protein kinase superfamily protein AT4G13020
AtUGT85A3 UDP-glucosyl transferase 85A3 AT1G22380
UBQ4 ubiquitin 4 AT5G20620
CDC48C cell division cycle 48C AT3G01610
HSC70-1 heat shock cognate protein 70-1 AT5G02500
ATRABG3C RAB GTPase homolog G3C AT3G16100
UBQ14 Ubiquitin family protein AT4G02890
UBQ1 ubiquitin extension protein 1 AT3G52590
CKA1l casein kinase alpha 1 AT5G67380
CAM7 calmodulin 7 AT3G43810
AT5G42220 Ubiquitin-like superfamily protein AT5G42220
PBA1 N-terminal nucleophile aminohydrolases (Ntn hydrolases) superfamily protein AT4G31300
RPL5B ribosomal protein L5 B AT5G39740
AT3G25520 ribosomal protein L5 AT3G25520
UBC13 ubiquitin-conjugating enzyme 13 AT3G46460
ATRABG3F RAB GTPase homolog G3F AT3G18820
ATRAB7 RAB GTPase homolog G3E AT1G49300
UBC7 ubiquitin carrier protein 7 AT5G59300
AT1G67120 ATPases;nucleotide  binding;ATP  binding;nucleoside-triphosphatases; transcription ~AT1G67120

factor binding
AtRABG3d RAB GTPase homolog G3D AT1G52280
UBC14 ubiquitin-conjugating enzyme 14 AT3G55380
TIC32 NAD(P)-binding Rossmann-fold superfamily protein AT4G23430
AT4G23420 NAD(P)-binding Rossmann-fold superfamily protein AT4G23420
CLPB2 casein lytic proteinase B2 AT4G14670
UBC10 ubiquitin-conjugating enzyme 10 AT5G53300
UBC9 ubiquitin conjugating enzyme 9 AT4G27960
UBQ5 ubiquitin 5 AT3G62250
UBC29 ubiquitin-conjugating enzyme 29 AT2G16740
UBC30 ubiquitin-conjugating enzyme 30 AT5G56150
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* Detoxifying enzymes

> Free radical scavengers

¢ Mitogen-activated kinases (MAPKS)

’ Calcium dependent protein kinases (CDPKGS)
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