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Locus
name

Location

Functional annotations

Si009227m.g

Si012949m.g

Si010740m.g

Si012767m.g

scaffold_7: 27330562 - 27339119

scaffold_7: 27340132 - 27340649

scaffold_7: 27354499 - 27356216

scaffold_7: 27365689 - 27367287

EUKARYOTIC TRANSLATION INITIATION FACTOR 2C

there are no functional annotations for this locus

EUKARYOTIC TRANSLATION INITIATION FACTOR 3

Protein of unknown function (DUF1618)
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About this gene

Protein Homologs Gene Ancestry

B Eukaryotic translation initiation factor 3 subunit G
B RNA recognition motif. (a.k.a. RRM, RBD, or RNP

EUKARYOTIC TRANSLATION INITIATION FACTOR 3
Translation initiation factor 3, subunit g (elF-3g)
nucleic acid binding

Info: Functional annotations for this locus:
Locus name Si010740m g Pfam:12353
- Pfam:00076

Transcript name Si010740m Soniain)
Description Panther:10352
Links to external DBs KOG:0122
GO:0003676
Protein domain view:
1 =]

A 292
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Family: eIF3g (PF12353)

I

HOME | SEARCH | BROWSE | FTP | HELP | ABOUT
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0 sechitectures 268 sequences 0 (nturactions 196 species

[Summary

Domain organisation

Clan
Alignments

HMM logo

Trees

Curation & model
Species
Interactions

Structures

Jump to... ¥
Go

Summary: Eukaryotic translation initiation factor 3 subunit G

Pfam indudes annotations and addtional family mformation from a range of different sources. These sources can be accessed via the tabs below.

No Wikipedia article  Pfam

Interpre

This tab holds the annotation information that is stored in the Pfam database. As we move to using Wilkspedia as our main source of annotation, the contents of this tab will be
gradually replaced by the Wikipedia tab,

Eukaryotic translation initiation factor 3 subunit G

This domain family 15 found in eukaryotes, and is approximately 130 amino aads in length. The family s found in assoaation with PEQDQ76. This famdy 15 subuntt G of the
eukaryotic transiation intiation factor 3. Subunt G is requireéd for elF3 integrity.

Literature references
1. Masutani M, Sonenberg N, Yokoyama S, Imataka H;, EMBO ). 2007;26:3373-3383.: Reconstitution reveals the functional core of mammalian
elF3. PUBMED:17581632¢
External database links
PANDIT: PE12353¢F

Pseudofam: PE12353¢7
SYSTERS: glf3gc?

M CHik: Masutani M, Sonenberg N, Yokoyama S, Imataka H:, EMBO J. 2007:26:3373-3383.:

Reconstitution reveals the functional core of mammalian elF3.
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Family: RRM_1 (PF00076) = o & s 2 |

610 acchitectures 31837 3 1039 species ol
EREN
E’v Summary: RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Domain organisation Pfam includes annotations and additional family information from a range of different sources. These sources can be accessed via the tabs below,
Clan
Alignments Wikipedia: RNA recognition motif  Pfani  Interpro
HMM logo This tab holds the annotation information that is stored in the Pfam database. As we move to using Wikipedia as our main source of annotation, the contents of this tab will be
gradually replaced by the Wikipedia tab.
Trees
Curation & model RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)
Species
The RRM motif 15 probably diagnostic of an RNA binding protem, RRMs are found in a vanety of RNA binding protemns, including vanous hnRNP
Interactions proteins, proteins imphicated in reguiation of alternative sphiang, and protein components of snRNPs, The motif also appears in a few single
Structures stranded DNA bindng proteins. The RRM structure consists of four strands and two helices arranged in an alpha/beta sandwich, with a third
helix present dunng RNA binding in some cases The C-terminal beta strand (4th strand) and final helix are hard to akgn and have been omitted
" in the SEED alignment The LA proteins (PO5455%) have an N terminal rrm which 15 included in the seed. There (s a second region towards the C
Jump to... terminus that has some features charactenstc of a rrm but does not appear to have the important structural core of a rrm, The LA protens
e (POS4SSEF) are one of the main autoantigens in Systemic lupus erythematosus (SLE), an autoimmune disease.

Literature references

1. Beney E,, Kumar S., Kramner A.R. , Nudieic Aad Res 1993;21:5803-5816.: Analysis of the RNA-recognition motif and RS and RGG domains:

conservation in metazoan pre-mRNA sphang factors. PUBMED 82903387 EOB gotey IVON: CRYSTAL
STRUCTURE OF N-TERMINAL
DOMAINS OF HUMAN LA PROTEIN

Clan COMPLEXED WITH RMA OLIGOMER
AUAAUUY
View a different structure:

This family is 3 member of clan RRM (€L0221), which has a total of 14 members. 2VON :]

A 3CHk: Birney E., Kumar S., Krainer A.R. , Nucleic Acid Res 1993:21:5803-5816.: Analysis of the RNA-
recognition motif and RS and RGG domains: conservation in metazoan pre-mRNA splicing factors.
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| Aboutthisgene || Sequences [ || Protein Homologs | sene Ancestry | >t Dala

Genomic sequence Transcnpt sequence ‘ | CDS sequence Protein sequence | | Show all ‘ key: 5 UTR CDS 3 UTR
# Genomic sequence [1718 nucleotides] BLAST this sequence: [N
® Transcript sequence [937 nucleotides] BLAST this sequence: [T 2om [EEN
# CDS sequence [879 nucleotides] BLAST this sequence: [N tranny Lol
| ® Protein sequence [292 residues] BLAST this sequence: [uotiy

ATGGCGACGGCGGTGGCGACGCAGCAGCAGCACAAGTTCCGGTGGGGCGACATCGCGGACACGACGGCGACCTCGGCCTCCTCCTCCCGCCGCGGGTCATCCTCGGGCCCGACGLGGLC
GGCCTCCAAAAGGTGATCGAGTACCGCTTCGACGATGAGGGCAACAAGGTCAAGGTCACCACCACCACCCGCACCCGCAGCCTCGCGCGCACGCGCCTCTCCAGGAGCGCCGTCGAGCGCC
GCGCGTGGACCAAGTTCGGCGACGCCGTCAAGAGGGACGACGCCGGCTCGCGCCTCACCATGGTCTCCACCGAAGAGGTCCTCCTCGAGCGCCCACTTGCCCCAGGTATTGGCTCTCCTGTT
ATCCCCCCATGCGTTTCTCCCACCCTAGATCTGCTCCG CGTTGATCGATTCATCTGTTAACCATGATI'AA%T%FGTCGACCATTTCCATCGCAGTG CTAATCGAGTAATCGTATTGATG
TCAATTATGGACGTGTGGTGTGCACAGATTATACTGTATTTTTATACTTTCGTACCACCTACCATGGAATTA G CATGCCTYTATCCCATTCCAATCGCTTCTTGCGTTAGTGTTACCAAACACCCAA
AATTACCATTCTGCATTTTCCTATTGACTCTTCTGTATAATGTCTAGATAATAATTCTATCTGCTGTTGACTGCTAATTTTAGTGTATTAAAGGAAGGAGGCCAGCTCTACACCCTTTCTTAAATTTGT
AGACAGATTGTTCCGTTTCATATCAAATACTCGAATTCTGCAGGTGATCTCATTCCACATTAGGATTACATCCTCCTGAAACCTGAATGCAAGCATATTAAATCTAGCATGACTGCTTTGTAGTGTT
AACTTTTTGATCAAAACCTTACTCGCCAAATGATCTGTCAGCTTTGTAGTGTACATCTTGTGTTGTGGATATAGAAATCTATCGTTCAGCCATTGTTAACGTTCTTCTAATACTATGACTTTAATCTT
=—CTTAGAGCAAATGACAGTTTCTCTTGTTACATACATTCTTTTTTCTGGTTCTGAAGCCTCAAAACTTGCTGGTTCTGCTGTAATCTTGTTATCCTTTTGCCTTTGTTTGCTAACAGTTAATTCAATTGT
T AGGGAAGCAAGCTGAGGAACCATCTACTCCTGGTGATCCACTGTCTATGGAAAGTATGAGAGGCGGTGCCCTTCTCATGCTTTGCAGAATCTGTAAGAAAAAGGGTGACCACTGGACCTCAAAG
UTGCCCCTACAAAGACCTTGCTCCACAGGCAGGAGGTTTTGTCGACACGCCCCCTAGTGCCGACGGCCGTGCAGCACCACCTGGTGAGCGAGCGTATGTTCCTCCAAACAAGAAAGAAGGTGC
_iTGATACGCGGAGAG CAAGTATGATGAGGAGGAATGATGAGAACTCCATCCGTGTGAACAACCTGTCAGAGGACACCCATGAGGCCGACCTCCTCGAGCTGTTCCGCACGTTTGGCCCTGTTAC
TUCCGTGCCTTCGTCGCGAGGGATAAGTGGACTCGATCAAGCGGGGGGTTTGGCTTTGTCAACTTCGTTCGCAGAGAGGATGGTGAGAAGGCTATCAGCAAGCTCAATGGGTATGGTTATGATAA
[TICCTTATCCTCCGGGTCGAGTGGTCAGACAGACCGAACTAGTTATAGCTACTACCTCTCCTAGCATGGCATATATTCACCCAACCTAGTGCTTTTCAGT

T ATGGCGACGGCGGTGGCGACGCAGCAGCAGCACAAGTTCCGGTGGGGCGACATCGCGGACACGACGGCGACCTCGGCCTCCTCCTCCCGCCGCGGGTCATCCTCGGGCCCGACGCGGCC
'IGGGCCTCCAAAAGGTGATCGAGTACCGCTTCGACGATGAGGGCAACAAGGTCAAGGTCACCACCACCACCCGCACCCGCAGCCTCGCGCGCACGCGCCTCTCCAGGAGCGCCGTCGAGCGCC
.hGCGCGTGGACCAAGTTCGGCGACGCCGTCAAGAGGGACGACGCCGGCTCGCGCCTCACCATGGTCTCCACiiAAA AGGTCCTCCTCGAGCGCCCACTTGCCCCAGGTATTGGCTCTCCTGTT

GHATCCCCCCATGCGTTTCTCCCACCCTAGATCTGCTCCGCGTTGATCGATTCATCTGTTAACCATGATTAATC TCWRTGTCGACCATTTCCATCGCAGTGCTAATCGAGTAATCGTATTGATG

—TCAATTATGGACGTGTGGTGTGCACAGATTATACTGTATTTTTATACTTTCGTACCACCTACCATGGAATTAGCATGCCTNATCCCATTCCAATCGCTTCTTGCGTTAGTGTTACCAAACACCCAA
AATTACCATTCTGCATTTTCCTATTGACTCTTCTGTATAATGTCTAGATAATAATTCTATCTGCTGTTGACTGCTAATTTTAGTGTATTAAAGGAAGGAGGCCAGCTCTACACCCTTTCTTAAATTTGT
AGACAGATTGTTCCGTTTCATATCAAATACTCGAATTCTGCAGGTGATCTCATTCCACATTAGGATTACATCCTCCTGAAACCTGAATGCAAGCATATTAAATCTAGCATGACTGCTTTGTAGTGTT
AACTTTTTGATCAAAACCTTACTCGCCAAATGATCTGTCAGCTTTGTAGTGTACATCTTGTGTTGTGGATATAGAAATCTATCGTTCAGCCATTGTTAACGTTCTTCTAATACTATGACTTTAATCTT
CTTAGAGCAAATGACAGTTTCTCTTGTTACATACATTCTTTTTTCTGGTTCTGAAGCCTCAAAACTTGCTGGTTCTGCTGTAATCTTGTTATCCTTTTGCCTTTGTTTGCTAACAGTTAATTCAATTGT
AGGGAAGCAAGCTGAGGAACCATCTACTCCTGGTGATCCACTGTCTATGGAAAGTATGAGAGGCGGTGCCCTTCTCATGCTTTGCAGAATCTGTAAGAAAAAGGGTGACCACTGGACCTCAAAG
TGCCCCTACAAAGACCTTGCTCCACAGGCAGGAGGTTTTGTCGACACGCCCCCTAGTGCCGACGGCCGTGCAGCACCACCTGGTGAGCGAGCGTATGTTCCTCCAAACAAGAAAGAAGGTGC
TGATACGCGGAGAGCAAGTATGATGAGGAGGAATGATGAGAACTCCATCCGTGTGAACAACCTGTCAGAGGACACCCATGAGGCCGACCTCCTCGAGCTGTTCCGCACGTTTGGCCCTGTTAC
CCGTGCCTTCGTCGCGAGGGATAAGTGGACTCGATCAAGCGGGGGGTTTGGCTTTGTCAACTTCGTTCGCAGAGAGGATGGTGAGAAGGCTATCAGCAAGCTCAATGGGTATGGTTATGATAA
CCTTATCCTCCGGGTCGAGTGGTCAGACAGACCGAACTAGTTATAGCTACTACCTCTCCTAGCATGGCATATATTCACCCAACCTAGTGCTTTTCAGT



N5 o0 M

MAGA 5.0

AL R B A R R B B B B B B B B B B R R R R B B B B B B R B B B A R R B )

wildtype

z124-c7 J{HEREEAEEARARANAERERREEERARRAERERERA|



http://www.phytozome.net/genePage.php?crown&method=2304&search=1&searchText=clusterid%3A28133979&detail=1
http://www.phytozome.net/genePage.php?crown&method=2304&search=1&searchText=clusterid%3A28133979&detail=1

HHDT

| G  h\tozomefe

About this gene | Protein Homologs Gene Ancestry

© Align sequences in JalView
© Get data for selected genes
Filter homologs

O Org Defline MRSF Score Similarity

Pvi Pawrv00001049m GRA 1257 818%
O B& pvi Pavin00022198m GRA 1215 T77.7%
O® (& osa LOC_0s02g54700.2: RNA recognition motif containing protein, puta 969 64.4%
M Rra Rarsi NNR19R700 1 Q14 A1 RO

MATAVATQQQHKFRWGDIADTTATSASSSRRGSSSGPTRPVIEYRFDDEGNKVKVTTTTRTRSLARTRL
SRSAVERRAWTKFGDAVKRDDAGSRLTMVSTEEVLLERPLAPVNSIVGKQAEEPSTPGDPLSMESMRG
GALLMLCRICKKKGDHWTSKCPYKDLAPQAGGFVDTPPSADGRAAPPGERAYVPPNKKEGADTRRAS
MMRRNDENSIRVNNLSEDTHEADLLELFRTFGPVTRAFVARDKWTRSSGGFGFVNFVRREDGEKAISK

LNGYGYDNLILRVEWSDRPN
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http://www.uniprot.org/uniprot/?guery=eif3G+AND+taxonomy%3APoaceae&sort=score

.
Search in Query

Protein Knowledgebase (UniProtkB) || |eif3G AND taxonomy:Poaceae Search [|Advanced| | Clear

Entry - Entry name  Status - Protein names =2~ Gene names * Organism “ Length
[ 1087 NIDB7_BRADS W Eukaryotic translation initiation factor 3 subunt G~ BRADI3G53710 Brachypodium distachyon (Purple false brome) (Trachynia distachya) 287
[] C5YE20 C5YE20_SORBI ¢  Putative uncharacterized protein Sb06g025590 Sb06g025590 SORBIDRAFT_069025590 Sorghum bicolor (Sorghum) {Sorghum wilgare) 27
[ C5XLI0  C5XLIO_SORSI “r  Putative uncharacterized protein Sb03g021116  Sb03g021116 SORBIDRAFT 03021116 Sorghum bicolor {Sarghum) {Sorghum wulgare) 78
[ CS5YNKS C5YNKS_SORBI  + Putative uncharacterized protein Sb08g013390 Sb08g013390 SORBIDRAFT_089013390 Sorghum bicolor {Sorghum) {Sorghum wulgare) 136
[ C528E6 C5Z856_SORBI  +  Putative uncharacterized protein Sb10g009626  Sb10g009626 SORBIDRAFT_109009626 Sorghum bicolor {Sorghum) {Sorghum wlgare) 156
[%] C5YMHD C5YMHO_SORS!  +  Eukaryotic translation initiation factor 3su...  Sb07g001980 SORBIDRAFT_ 079001980 Sarghum bicolor (Sorghum) (Sorghum wulgare) 290
[¥) CSXUAS CS5XUAG_SORBI ¢  Eukaryotic translation initiation factor 3su...  Sb04g035420 SORBIDRAFT 049035420 Sorghum bicolor (Sorghum) {Sorghum wulgare) 299
[¥] B4FBVE BAFBVS_MAIZE ¢ Eukaryotic translation initiation factor 3 su... Zea mays (Maize) 287
[¥] J3UP3  J3UP3_ORYBR ‘v Eukaryotic translation initiation factor 3su...  OB02G45100 Oryza brachyantha 291
[¥] J3HUS J3LHU5 ORYBR v  Eukaryotic translation Initiation factor 3su...  0B02G42120 Oryza brachyantha 2%0
[ 11P504  11P504_ORYGL ¢ Eukaryotic translation initiation factor 3 su... Oryza glabermma (Afncan rice) 289
[ 11P505  11P505_ORYGL "¢ Eukaryotic translation initiation factor 3 su... Oryza glabermma (Afncan nce) 289
[¥] FaDze4 F20264 HORVD v  Eukaryotic translation initiation factor 3 su... Hordeum wilgare var. distichum (Two-rowed barley) 288
[¥] F2DXD4 F20XD4_HORVD v Eukaryotic translation initiation factor 3 su... Hordeum wigare var. distichum (Two-rowed barley) 289
[¥] Q6K4P2 QBEK4P2_ORYSJ ¢ Eukaryotic translation initiation factor 3su...  OSJNBa0054K20.21 0502907838300 OsJ_08662 Oryza satva subsp. japonica (Rice) 289
[¥] BBAE20 BSAE20_ORYS! “r  Eukaryotic translation initiation factor 3 su... Osl_09223 Oryza sativa subsp. indica (Rice) 289
[l A2XAE3 A2XAE3 ORYSI v Eukaryotic translation initiation factor 3 su... Osl_09222 Oryza satva subsp. indica (Rice) 289
[¥] Q6K4P1 QBK4P1_ORYSJ v  Eukaryotic translation initiation factor 3 su.., OSJNBa0054K20.22 050290788400 OsJ_08663 Oryza satva subsp japonsca (Rice) 289
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HHEI T
http://www.uniprot.org/align/2012122771P1D5X02C
Sequences (in FASTA format) or UniProt identifiers

»eif3G-5etaria italica

MATAVAT QOOHKFRWGDIADTTATSASSSRRGSSSGPTRPVIEYRFDDEGHEVEVITTITRT
RS5LARTRLSRSAVERRAWNTHEFGDAVERDDAGSRL.TMVSTEEVLLERFLAPVHSIVGEQALEE
PSTPGDPLEME SMRGGALLML.CRICKRKEGDHNT SECPYRDLAPQAGGFVDTPPSADGRARP
PGERAYVPPHNEREGADTRRASHMERRNDENSIRVHNNLSEDTHEADLLELFRTFGPVIRAFVE
RDKWTRSSGGFGF?NF?RREDGEKAISKLNGYGYDNLILR?EWSDRPM

o 1T

i L ‘* | 46 I1ID37  I1IDB7_BRADI is9 I1IDB7  I1IDB7_BRADI
1 o S0 CSYMHO  CSYMHO SORSI 163 CSYMHO  C5YMHO_SORBI
i & 53 CSXUR6  CSXUR6E_SORBI 168 CSXUA6  CSXUA6_SORBI
1 3 47 B4FBVS  B4FBVE MAIZE 160 BSFBVE  B4FBVE_MAIZE
L1 3 §0 J3LIP3  J3LIP3_ORYBR 161 JSLIP3  J3LIPS_ORYBR
3 ¥ §1 JSLHUS  JSLEUS_ORYSR 162 ; J3LHUS_ORYBR
1 3 58 I1P504  I1PS04_ORYGL 166 I1P504 I1PS04_ORYGL
1 Ny 50 I1PS0S  IL1PS0S_ORYGL 161 I1P505  I1PS0S_ORYGL
1 ¥ 49 F2D264  F2DZ64_HORVD 161 F2D264  F2DZ64_HORVD
1 ¥ 47 F2DXD4  F2DXD4_HORVD 161 F2DXD4  F2DXD4_HORVD
1 8 38 Q6X4P2  Q6X4P2_ORYSJ 166 QEK4P2  QEK4P2_ORYSJ
i N §0 BEAE20 BSAE20_ORYSI 161 BSAE20  BBAE20_ORYSI
b1 BT S8 A2XAFZ  A2XAE3 ORYSI 166 AZXAE3  A2XAES_ORYSI
3 EE- 50 Q6X4P1  QEX4P1_ORYSJ 161 QEK4PL  Q6K4P1_ORYSJ
8 3 48 Setaria 168 Setaria
&7 £ =8} 2 I1ID37_BRADI 214 s 273 I11ID87  I1IDB7_BRADI
s1 <3 28] 2 C5YMHO_ SORSI 217 S : 276 CSYMHO  C5YMHO_SORBI
54 B SRET] R CSXUA6_SCRBI 226 s g 285 CSXUA6  CS5XUA6_SORBI
28 I RET] R B4FBVE_MAIZE 214 8 & 273 B4FBVE  B4FBVS_MAIZE
51 & 8T} q JSLIPS_ORYBR 218 S 4 277 J3LIP3  J3LIP3_ORYBR
52 f‘ RET) 5 J3LHUS_ORYBR 217 5 & 276 JSLHUS  JSLHUS_ORYBR
59 g RgT) 8 I1P504_ORYGL 216 S 275 I1P504  I1P504_ORYGL
51 & A8T) o) I1PS0S_ORYGL 216 3 K 275 I1P505  I1P505_ORYGL
50 o RET] ) F2DZ64_HORVD 214 S b 273 F2DZ64  F2DZ64_HORVD
48 I AT A F2DXD4_HORVD 216 S : 275 F2DXD4  F2DXD4_HORVD
59 ] 1] : QEX4P2_ORYSS 216 S g 275 Q6K4P2  Q6K4P2 ORYSJ
51 & ] 5 BEAE20_ORYSI 216 s o 275 BBAE20  BBAE20_ORYSI
52 5 &1 ’ﬂ A2XAE3_ORYSI 216 S R 275 RA2XKAE3  A2XAE3_ORYSI
s1 IE-] RET] iR Q6K4Pl  Q6R4P1_ORYSJ 216 3 & 275 Q6K4P1  Q6K4P1_ORYSJ
49, 9 R R Setaria 220 S £ 279 Setaria
«

106 ved I1IDS7  I1IDB7_BRADI 274 I1IDB7  I1IDB7_ BRADI
110 [ CSYMHO  CSYMHO_SORBI 277 CSYMHO  CSYMHO SORBI
110 i) CSXUA6  CSXUA6_SORBI 286 CIKULE  CSXULG SORET
107 ] B4FBVS  B4FBVE MAIZE =
110 & J3LIP3  J3LIP3_CRYBR Z;; i:g:g ﬁ:ﬁ:g—gﬁgﬁ
A ¥ TALIY [ (DAL N, 277 J3LHUS  J3LHUS_ORYBR
119 e I1PS04  I1P504_ORYGL =
110 e I1P505  T1P505 ORYGL 278 I1P504 I1P504 ORYGL
110 w F2DZ64 F2DZ€4 HORVD 276 I1F505 I1P505 ORYGL
108 ] F2DXD4  F2DXD4_HORVD 274 F2DZ64  F2DZ&4_HORVD
119 ) QEX4P2  QEX4P2_ORYSJ 278 F2DXD4  F2DXD4_ HORVD
110 BEAE20  BEAE20_ORYSI 276 QEK4F2Z  (EH4E2 ORYST
119 AIXRES  A2XAES_CRYSI 276 BSAEZ0  BEAE20_ORYSI
10 QENIP . QEKIPL_ORESI 276 LIXAE3  AJXAE3 ORYSI
109 Setaria =

276 QEX4P1  QEK4P1_ORYSJ

280 Setaria
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38

B

SR

MAGA 5.0

tril1PS05{11PS05S ORYGL E ukaryotic translation initiation factor 3 subunit G OS Oryza glabemima PE 3 SV 1
triB8AE 20{B8AE20 ORYSI E ukaryotic translation initiation Bctor 3 subunit G OS Oryza sativa subsp. indica GN Osl 09223 PE 35V 1

triQ6K4P1]Q8K4P1 ORYSJ E ukaryotic translation initiation fctor 3 subunit G OS Oryza sativa subsp. japonica GN OSJNBa0054K20.22 PE 25V 1
trJ3UP3J3LIP3 ORYBR Eukaryotic translation initiation &ctor 3 subunit G OS Oryza brachyantha GN 0B02G45100 PE 3 SV 1
tiJ3LHUSJ3LHUS ORYBR E ukaryotic translation initiation factor 3 subunit G OS Oryza brachyantha GN 0B02G42120 PE 3SV 1

triB4FBVaiB4F BV MAIZE Eukaryotictranslation initiation fctor 3 subunit G OS Zea mays PE 25V 1
100 [tnCSYMHuCSYMHO SORBI E ukaryotic translation initiation facter 3 subunit G OS Sorghum bicolor GN Sb07g001580 PE 3 SV 1

—— tril1IDB7]11IDB7 BRADI Eukaryotic translation initiation ctor 3 subunit G OS Brachypodium distachyon GN BRADI3GS3710 PE 3 SV 1

- tiF2DZ64 F2DZ64 HORVD E ukaryotic translation initiation fctor 3 subunit G OS Hordeum wigare var. distichum PE 2S5V 1
_TT|—mFZD)O4{F2D)O4 HORWVD E ukaryetic translation initiation factor 3 subunit G OS Hordeum wulgare var. distichum PE 2S5V 1

tril1PS04j11PS04 ORYGL E ukaryctic translation initiation factor 3 subunit G OS Oryza glabemima PE 3 SV 1

1.,\.3[|th61(4¥’2}06!(492 ORYSJ Eukaryotic translation initiation factor 3 subunit G OS Oryza sativa subsp. japonica GN OSJNBa0054K20.21 PE 3 SV 1
70 11 AZXAE 3IAZXAE 3 ORYSI Eukaryotic translation initiation &ctor 3 subunit G OS Oryza sativa subsp. indica GN Osl 09222 PE 3 SV1

tiCSXUAS CSXUAS SORBI E ukaryotic translation initiation factor 3 subunit G OS Sorghum bicolor GN Sb04g035420 PE 3 SV 1
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MATAVATQQQHKFRWGDIADTTATSASSSRRGSSSGPTRPVIEYRFDDEGNKVKVTTTTRTRSLARTRL
SRSAVERRAWTKFGDAVKRDDAGSRLTMVSTEEVLLERPLAPVNSIVGKQAEEPSTPGDPLSMESMRG
GALLM LCRICKKKGDHWTSKCPYKDLAPQAUGWDTPPSADG RAAPPGERAYVPPNKKEGADTRRAS
MMRRNDENSIRVNNLSEDTHEADLLELFRTFGPVTRAFVARDKWTRSSGGFGFVNFVRREDGEKAISK

LNGYGYDNLILRVEWSDRPN

WILDTYPE
H124-6T

MATAVATQQQHKFRWGDIADTTATSASSSRRGSSSGPTRPVIEYRFDDEGNKVKVTTTTRTRSLARTRLS
RSAVERRAWTKFGDAVKRDDAGSRLTMVSTKKVLLERPLAPVNSIVGKQAEEPSTPGDPLSMESMRGG
ALLMLCRICKKKGDHWTSKCPYKDLAPQA&B FWTPPSADG RAAPPGERAYVPPNKKEGADTRRASM

MRRNDENSIRVNNLSEDTHEADLLELFRTFGPVTRAFVARDKWTRSSGGFGFVNFVRREDGEKAISKLN

GYGYDNLILRVEWSDRPN



HHDT

MAGAS.0
I*:iir* LA R R A LA LA A LA B S R R R R LA LA L LA LA R B b R LA R R LA R A LA R A LA R A LA LA B R R A B
wildtype LMV VLL LAGYV LEMERM
H124-6T IlAIIlLIMVIllIVLLIIILAIVIIIV|IIAIIIIIIIIILIMIIMI
47 RE 1 105 I1IDB7 IlIDB?_BRADI
S1 R RMRE 1 109 CSYMHO CSYMHO SORBI
54 E % RE 1 109 CSXUAe6 CSXUAG:SORBI
48 * [RX 1 106 B4FBVE B4FBVE MAIZE
51 g *« 1 109 J3LIP3 J3LIP3_ORYBR
52 * ﬁg % 110 J3LHUS J3LHUS_ORYBR
59 5 RE ‘ 118 I1P504 I1P504_ ORYGL
51 ; R ? 109 1I1PS0S I1P5S05_ORYGL
50 N _91 ,1 109 F2DZé4 F2DZ64_HORVD
8 q RE § 107 F2DXD4 FZDXDQ_HORVD
59 9 ~ 1 118 Q6K4P2 Q6KX4P2 ORYSJ
51 g E 109 BEAE20 BEBAE20 ORYSI
59 q 1 118 A2XAES3 AZXAES_ORYSI
51 1 109 Q6X4P1 Q6K4P1_ORYSJ

49 108 Setaria

4
g
.
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