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HIH TR B AR I E M 5 MaizeGDB, Ak FIZmGRASTIEH P A5 5.

20084 E T A WME B 2%, HHBAC(Bacterial Artificial Chromosom) 3 JZE A1
Overgo(Overlapping oligonucleotides)#&41 4422 HEFEB73H & 3] .
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CDS4:K:1527 bp, ﬁaﬁ%os/\ HLR .
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Chrd:72494665, 72496501
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B73 RefGen_v3 Gene Hodelz: Protein Coding {red), Transposzable Elemnent {yellow}, Low Confid
GRMZMZGOZ387Z (=cll)

o

WGOZIFETE_Tol

Zcll protein: Uncharacterized protein  [Source :UniProtKE/TrEMEL rRcC :COPIYE]
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Region

Region? 174 - 239 VHIID @ pROSITE-ProRule annotation + # Add %\ BLAST

Region 398 - 476 SAW ¢ PROSITE-ProRule annotation + & Add ™ BLAST [ | 79
Motif

Motift 205 - 209 VHIID & pPROSITE-ProRule annotation «

Motif! 304 - 308 LXXLL motif @ pROSITE-ProRule annotation | 5

Sequence similarities!
Belongs to the GRAS family. # PROSITE-ProRule annotation +

Phylogenomic databases
HOGENOM! CLU_011924_0_3_1
OrthoDBi  559310at2759

Family and domain databases
InterPro!  View protein in InterPro
IPR005202, TF_GRAS

PANTHER!  PTHR31636, PTHR31636, 1 hit
Pfami  View protein in Pfam
PF03514, GRAS, 1 hit
PROSITE!  View protein in PROSITE
PS50985, GRAS, 1 hit
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SLRL2 R AT 3 R T W e e e e e MACFGCEGCWSAMDVARARNARAL GNYVSGAVY! HALDPARAVYASLVEGH. . BV GRAPESAVC IBARRK.KELER : TE
SLR1 Ppanﬂqnsrssnmﬂsrscsﬂzf PARADSSSSTYALRPISLPVVATACPSRADSARCTHERMRTGGGSTSSS555555LGGGASRGSVVERA TGGARRANAERVEVVVVETRENG 240
Consensus LHR I
ZmGRAS11 T IE TR Y S B CGNESEARKILBEIFTS . TCIGHGGE A FEAVEHARPESFSP.STISI 218
SLRL1 STEAGOHATRSACEADNSHARTAAVSAR . S6F 5 FESP..VAEETITDA. .EHR 198
SLRL2 AGSLSOAREIFAKMEITRIGE AERLEEAFECSAPEFFFPRGECR 196
SLR1 EALNKQIFTLARSCGGA. . .H AREVYRFREACSTLLLAA. .FAD 355
Consensus r g
ZmGRAS1L VEEDAN . . FVVERPID ITMK 328
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F] H Expasy(http://web.expasy.org/compute_pi/)
XZmMGRAST1E [ I P20, wlHI N
56088.05Da, HiEFHL L AN5.91, EIGIRME.

Number of amino acids: 508

Molecular weight: 56088.05
Theoretical pI: 5.91

Amino acid composition: CsV format

Ala (A) 41 8.1%
Arg (R) 26 5.1%
Asn (N) 23 4.5%
Asp (D) 30 5.9%
Cys (C) 9 1.8%
Gln (Q) 11 2.2%
Glu (E) 25 4.9%
Gly (G) 35 6.9%
His (H) 20 3.9%
Ile (I) 34 6.7%
Leu (L) 52 10.2%
Lys (K) 17 3.3%
Met (M) 13 2.6%
Phe (F) 21 4.1%
Pro (P) 33 6.5%
Ser (S) 34 6.7%
Thr (T) 36 7.1%
Trp (W) 7 1.4%
Tyr (Y) 13 2.6%
val (V) 28 5.5%
Pyl (0) © 0.0%
Sec (U) 0 0.0%

(B) @ 0.0%

(2) (/] 0.0%

(X) 0 0.0%

Total number of negatively charged residues (Asp + Glu): 55
Total number of positively charged residues (Arg + Lys): 43
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Myb-binding site cis-acting element involved in defense and stress responsiveness

cis—acting regulatory element related to meristem expression
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