EgGRF1 Full length information

Length: 2516 bp (Same as report)

START Codon:
STOP Codon:

Deletion TATA —» T
Insertion G — GT
Insertion A — ATCTC
Deletion ATCTCTC — A : 1553

BLAST Information

772-774 (Checked; Different with report)
2112-2114 (Predicted)
11044
: 1100
: 1553

Name: growth-regulating factor 1 [Elaeis guineensis]
Sequence ID: XP_010932423.2
Exon 1: 602-973
Exon 2: 1146-1544
Exon 3: 1657-2091
Exon 4: 2196-2504 [outside this sequence]
= Primer
= START/STOP codon

= Deletion TATA — T. Deletion found in some short oil palm

= Insertion G — GT. Insertion found in some short oil palm

= Insertion A — ATCTC. Insertion found in some short oil palm

= Deletion ATCTCTC — A. Deletion found in some tall oil palm
Underline = Exon
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CCCCCCcTTT

CCTCTCTCCT

ATTTGTAGCA

TCTAACTCCA

TACAAATATA

TCAATATATG

TAAGCAGGTG

TAGCTTGTCT

CCTCTCTCAT
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GAAGTTGATA
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GATGATGATG
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TTTTGGCAGG

TCTTCTCTCT

GTGTGTaTAT
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1851 TTTGTTCTGG GGGCTGATTT CAAGCTGGAG
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///End of sequence

Fig. S5 The insertion and deletion variations are illustrated on the EQGRF1 reference gene sequence, which has
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CTATTATCTC

TATTGTCTTC
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a full-length of 2516 bp (oil palm draft sequences of Malaysian Palm Oil Board (MPOB),
(http://genomsawit.mpob.gov.my/genomsawit/)).



