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Background

1. What is ubiqutin and ubiqutin ligase
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A QTL for rice grain width and weight
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Gene Analysis
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Gene Analysis
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>_1 [403 - 996]
ATEVAVSLAVAAARTRPLFSSLLPFLYHSVAASCCSSREVSTELS SHPEKAKERK T IFGE
KS5PRPRVVVE ITPPPPLEVRVRIPPPP SPPP TV TVRRRRRRRRRRGSGEGE ICGGGGR
RREEGRSGROMGNR IGGRREAGVEER Y TRPQGLYEHRD IDGKKLREL ILEAKLAP CTMGA
DDAAAAADLEECPICFLY

>_2 [5936 - 6670]

AFFLLYSLLLERCKLYVECCE IFEFRFLGINNKQSSCIAYREVCIYFYPNTVNLFSEQEQ
G5 IGNPVCGNFMPYTEP SPRERQPFVP AASLE IPHGGGF SCAVAAMAEHQPP SHOFSTHA
GeeAFPVEDMPRRPCN [AGGEMCNLES SPESWEG TAR SCSREVVREEGECSADHWSEGAR
AGTSYAGSDIVADAGTHP QLPFAENF AMAP SHFRPES IEEGMMF SMALSLADGHGRTHSG
GLANL

»_3 [6633 - 6150] (REVERSE SENSE)

SALPTTMP TLASVFFHDHLLEKEPWE TS SVLRCSPGGECLAPTR SERREAAAANERHLPR
CLEPRSLFRPLHPPTSGOPSTLLLLLPLPCCSLYLSRSSSP ViSSP DY TCFHAQCCHMVAGT
CRELGMRCCGP CERSP TWVAGAGP LF OPHRE TRHHEVE LEKQLERMAGVHAENMAGLGA
»>_4 [1359 - 298] (REVERSE SENSE)
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Gene Analysis
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179 1000 2000 3000 4000 5000 6000 6899
1 + TSS 179 -1.68
1 + 1 CDst 793 993 24 .77 793 - 993 201
1 + 2 CDhsi 2717 2879 &.93 2717 - 2878 182
1 + 3 CDhsi 2972 2074 9.17 2974 - 3072 99
1l + 4 CDsi 4771 4837 13.74 4772 - 4837 [y
1 + 5 CDsl 6110 6673 29.06 6110 - 6673 564
1 + FPoll G899 -1.086




Gene Analysis
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Gene Analysis

XTORFEEAT VI 22 K481 20 T

#iodsCount: 1

#loding GU b2, 82%

#lst letter GO bZ. 88% ———
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Gene Analysis
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Color key for alignment scores
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Protein Analysis

F FPepstats e 3k R 4 ik
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Protein Analysis

F FPepstats e 3k R 4 ik

Froperty Eesidues Numher Mole®

Tiny (A+CHGZ+SHT) 145 24 118
=mall (ATB+CHDHGHN P +5+THV) 218 51,294
Aliphatic (A+T+LAV) g9 20. 941
Aromatic (F+HHW+Y) 42 4, 882
Noen—polar (A+CHF+HG+I+LHMAP+VHI+Y) 219 1. 529
Folar (D+E+H+E+N+Q+R+5+T+Z) 206 42, 471
Charzed (B+D+E+H+E+R+Z) 114 6. 224
Basic (HtE+E) 55 12,941

Acidic (B+D+E+Z) h 13. 882
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E3 Rice
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Protein Analysis
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Protein Analysis
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Protein Analysis
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Theoretical pl/Mw (average) for the user-entered sequence:

10
MGHEIGEREE

70
ECPICFLYYP

20
LEGVEERYTERP

80
SLMNERSECCSEK

30
QGLYEHRDID

90
GICTECFLOM

40
QEKLRELILE
100
KETHTAQETQ

50
AKLAPCYMGA

110
CPFCKTPSYA

60
DDAAAAADLE

120
VEYRGVETKE

130
ERSIEQFEEQ
130
SVESYRCREQ
250
GSIGNEVCGN
310
GSSAFEVEDM
370
AGTSYAGSDI

140
EVIEAQMEMR
200
ETECCSSERS
260
FMEVTEESER
320
FREPCNIAGG
380
VADAGTMEQL

150
QUALQDEEDK
210
CSAQTSMREF
270
ERQPFVPALS
330
SMCNLESSPE
330
PFAENFAMAD

|I heoretical pl/Mw: 5.32 [ 47399 41

160
MEREQNRCSS
220
HSRHNRDDNI
280
LEIPHGGGFS
340
SWSGIAPSCS
400
SHFRPESIEE

170
SRTITETEEV
230
DMNTE DMMVM
290

180
EYRDICSTSE
240
EATWRSIQEQ
300
CAVAAMAEHQ PPSMDFSYMA
350 360
REVVREEGEC SADHWSEGAE
410 4290
QMMFSMALSL ADGHGRTHSQ




Protein Analysis
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SignalP-4 1 prediction {euk networks): Seguence
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Fosition
# Measure Position Value Cutoff signal peptide?
masx. C 20 0O_.108
max. ¥ o4 O _ 210
max. S 48 O_.14731
mean S T—a3 O._.104
D 1—6a3 0O.107 0_.450 i o]




Protein Analysis

oo (J

|'fi"
pSonthie
SegID: E3

Inaly=si=s Report:
CMSVM a Unknown [Ho detail=s]
CWSVM a Unknown [Ho detail=s]
CytoSVM a [Mo details]
ECSVM a Unknown [No details]
ModHMM a Unknown [No internal helices found]
Motif a Unknown [No motifs found]
Profile a Unknown [Ho matches to profiles found]
SCL-BLAST a Unknown [Mo matches against database]
SCL-BLASTe a Unknown [Mo matches against database]
Signal a Unknown [Mo =ignal peptide detected]

Localization Scores:
Cytoplasmic T.30
CytoplasmicMembrane 1.00
Cellwall Q.87
Extracellular 0.83

Final Prediction:
Cytoplasmic 7.50

EMHIER: FETHRBREF




Protein Analysis

'300 400
Confidently predicted domains, repeats, motifs and
features:
Name Start End E-value
low complexity 50 58 N/A )
m | —>
— iP5 A7 AE—RINGER
—'
coiled coil 131 161 N/A ‘f‘%mﬁ o
low complexity 189 202 MN/A
low complexity 217 231 MN/A




Protein Analysis
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Protein Analysis
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Protein Analysis
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Protein Analysis
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Conclusion
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