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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
@
e )
=
(-
P @
® o -
. e ©
&)
©o ®° © e @ o
S = ® e T e
® e
S © @

Wt ol 53 ook WBLS1 SL03 ol ey kst (Solan S5 o 5 olS 53 YL Ol L sba0s 5 Kt -0 IS
Physical interactions
Predicted
Shared protein domains
Co-expression
Genetic interactions

Co-localization

- YWAF oy lono ) [F 0 )lols [ o203190 0590 /(1 95 S



https://dor.isc.ac/dor/20.1001.1.20084439.1396.12.4.7.3
http://mg.genetics.ir/article-1-1516-fa.html

[ Downloaded from mg.genetics.ir on 2025-11-18 |

[ DOR: 20.1001.1.20084439.1396.12.4.7.3 ]

EST b Jgi (Kilosgiilgn Jalod 9 4 3205

luchi et al. ) cilisee a3l s 5 5 *sl3T GadiGsl, glases
3450 b el s 555 Lo, sSU Jold 5505 S (2007
5 Jshe e sdiSJled LS Al LajlS s Lasblans
pled 5 Al 4l glasls ﬁvmif @ alls Slagts
S o i 5 i a el 3 K05 b0 Ol o sk

.(Kovtun et al. 2000)
Gobow 0 b 3 505 a0 Ol & a0 im pos it
MYB o3l il o 555 laysSB S o 025 1) o 5 s
BlulS 3 o8 s 55 @ Gl slasksS 5 olt.s] i
3V sV dsle) andls Ll Ol olen 5 S 15
Salen 53 1) IS B WSl azes ol (E 5 Y gla IS
Dunand-) 11> 0 ,SU,8 Jasms la 25 4 el 53 W03 Ol

.(Sauthier et al. 2005
S 5 S a0l e addllas ) S Wl S by
5D oS 5 o 3l 50 &3 s dl—“v-igj oS 0, slal;
5 MYB a3yl aer 5l s, slaysSB o(Laplaps]
hlie gl 5 IS 5o 1 A i A5 4 ey slasls

Al et S e olew Jes

* Detoxifying enzymes

> Free radical scavengers

¢ Mitogen-activated kinases (MAPKS)
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