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The variations of rice grain shape
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9 reviews
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Genetic bases of rice grain shape:so many genes, so little
known (review)

GS3, a major QTL for grain length and weight and minor
QTL for grain width and thickness in rice, encodes a
putative transmembrane protein
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Cloned genes associated with grain shape and weight in

rice
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833-bp deletion

Nonsense mutation in d2-1;
missense mutation in d2-2

1-bp deletion in d71-1; 1-bp insertion
in d11-2 missense mutation in

d11-3; abnormal splicing in d71-4
Missense mutation in d61-1 and d67-2

Nonsense mutation

1-bp deletion

1212-bp deletion

1-bp deletion

6-bp insertion

10-bp deletion in the promoter

Deletion in srs1-1 and srs1-4; nonsense
mutation in srs1-3; abnormal splicing
in srs1-2 and srs1-5

Missense mutation in srs3; nonsense
mutation in TCM768; abnormal
splicing in TCM2092

Missense mutation

Genetic mutations and natural variations.

Heterotrimeric G protein o
Cytochrome P450 (CYP30D) enzyme

Cytochrome P450 (CYP724B1) enzyme

BR insensitive (BRI)-like leucine-rich
repeat (LRR) receptor kinase

Membrane protein with multiple domains
RING-type E3 ubiquitin ligase

Arginine-rich protein of 144 amino acids

Cell wall invertase

Serine carboxypeptidase

SQUAMOSA promoter-binding protein-like 16
Protein of 1365 amino acids with unknown function

Kinesin 13 protein

Alpha-tubulin protein
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GS3: amajor QTL for grain length
and weight
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GS3: AB488612.1(Genbank %35, 5145 51)
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JWeblab 9 coderet@ 47 #7385 CDS
A5 (Zmi5232AA)

Fabd38612 cods 1
atgzocaatzgcggoggcgoecccggcccaagtogoocgoccggecgccgoccgacccat gozgse
cgoccaccgectocagctegecgtocgacgegctoccaccgogagatecggattectozazsst
gaaataaattcaatcgaagsgatccacgotgzoctocagatzoctgocagagagsttsaczaa
ttocatocggaagaactoctzateocattcataacgatttcatoggzagaagogaagtiocatzat
cattctocaccactticttzaagaagtttoegotgztittistgcagagocaagtgegtgetgzoct o
agctacctoctoctzzatetzotzoctzocagcagegocgccggoggetgctocatect oot o
tectoctocttocaacctcaagaggoecgagctgotzctgcaact gocaact zocaactzgzoct go
toectoctoctocteoctocatst sgsgcgsgcsttaacsaagagtoccgt st ocgotzococgzooze
cgcagctgoctzoctgcocgstogotzctzoctgoggcgscstocggogstococgogo st scgczase
Ltgcagoctgzctoccocgocgtgogegtgoctgogogocgocgtgocgoggsgatsctogzt gocgo
tgcacctzgocogtgccogtgocccoggoggctgctoctzogoegtgocoggostscagst o
Ltzoctzoggecgteccctoszttgctgocccccct gzttt gt 2a
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FIGRTPIFFITILSERRS HUHSHHF LERF RC L RAS ACCLS T LW ICCCS S ARG S5
soo LR S C R RO S S a5 L LT KPR RRRS CLCRRCCC Y YR AL AL
CoCe PP CACCAPPCAG S CRCTCPCECPGGCSC AL ACRCCCGVERCCEECL
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SOSUlauf Result

zequence length 232 a.a

1

2

3 l q

i

MaMa L AP RER SPPAPPDRCGRARLGLAVD ALARETGFLEGEING TEG THAL SRCCREVDEF IGRTPDPFITIS SERRSHDHSHHFLEEFRCLCRASACCL

-D ; 1

5 I i I T I B

I I

b ; & t T ; 8

=

|:|.

Hydrophobic auf
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This amino acid sequence is of a MEMBRANE PROTEIN
which have 2 transmembrane helices.

No, N terminal | transmembrane region © terminal | type  length

L 92 LCRASACCLSTLEWICCCSAMG 114 PRINART | 23
21T ACASCSCAPRCACCAPRCAGCSC 199 SRCONDART| 23

FAE N IE X B, 7o S i vk 3 255 92-114;
177-199, K ~N23AA.
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Extracellular region : VWFC
I #zis03544a
TNFR/NGFR family
cysteine rich domain
~Cell membrane: -2 R0 Transmembrane region
Intracellular region . ] PEBP-like domaim o o
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Thank you for your attention
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