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Table 1 Identification and physicochemical properties of CoHMGR family members
HER
B ATR e mmRK RET swemkEm
D EHLK Number Molecular A AN #
. . . Theoretical Instability . . Grand average
Protein Name of amino weight | index Aliphatic ofhvdropathicit
acids (kD) p index ydrop y
(aa)
A _chr01_00098 CoHMGRI1-1 590 63.15 8.11 93.73 4691 0.117
A chr03 01153 CoHMGR2-1 472 50.9 6.95 91.99 46.47 -0.075
A chr04 01082 CoHMGR3-1 573 61.23 8.13 95.15 38.96 0.078
A chr06 00278 CoHMGR4-1 148 15.17 9.06 102.16 49.63 0.334
A _chr06 01617 CoHMGR4-2 247 25.61 9 95.18 63.99 0.212
A _chr09 00076 CoHMGRS5-1 547 58.67 5.76 98.04 40.34 0.172
A _chr09 00220 CoHMGRS5-2 543 58.18 5.76 98.05 394 0.169
B _chr07 01474 CoHMGR6-1 101 10.35 8.89 99.41 44,71 0.185
B _chr09 01747 CoHMGR7-1 547 58.71 5.76 98.23 39.83 0.184
B _chr09 01808 CoHMGR7-2 441 46.75 8.19 91.97 42.47 0.096
C _chr01 02317 CoHMGRS-1 583 62.51 8.11 94.19 45.71 0.099
C chr03 02408 CoHMGRO-1 127 12.58 54 103.07 51.66 0.421
C chr09 01579 CoHMGR10-1 325 36.45 5.85 87.42 46.26 -0.263




C_chr09_02273 ~ CoHMGRI10-2 441 46.75 8.19 91.97 42.47 0.096
C_chr09_02313  CoHMGR10-3 547 58.74 5.76 96.8 41.09 0.166
C chr12 00327  CoHMGRI11-1 342 37.08 8.66 81.26 39.03 -0.539
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514475 Jil 5FR (537
TAGAGTCGACCTGCAGGCATGCAAGCTTCTCAAAAGGACAG
HMGRP-F1 FORWARD GATGCAATTTCT
TAGAGTCGACCTGCAGGCATGCAAGCTTGTTCGGAATTACCT
HMGRP-F2 FORWARD TTCAAACAATGACTG
HMGRP-F3 FORWARD TAGAGTCGACCTGCAGGCATGCAAGCTTAAGGAGCATAATGA
TGGAAC
TAGAGTCGACCTGCAGGCATGCAAGCTTGGAGGAAAGCATG
HMGRP-F4 FORWARD AAAAGCGCATA
HMGRP-F5 FORWARD TAGAGTCGACCTGCAGGCATGCAAGCTTAAAGCTTCGCTTTT
CCCTCCAC
HMGRP-R REVERSE g(l;%CTTTACTAGTCAGATCTACCATGGTTTTAGCCGGAATCCG
qCoEFla F FORWARD CAAAGAAGGGTACCAAGTGA
qCoEFla R REVERSE ACCAAACAACCGACCTACGA
qCoHMGR3-1 F FORWARD TTGGAGTGAAGGGTGCAAAC
qCoHMGR3-1 R REVERSE TTTGCACCCTTCACTCCAAG

Table 2 Specific Primer Sequences
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Figure S1 Conservative domain of C. oleifera COHMGR.
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Figure S2 Multiple sequence alignment of COHMGR protein from Camellia oleifera
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Figure S3 Electrophoresis of CoHMGR3-1 promoter amplification
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Figure S4 PCR identification of T transgenic 4. thaliana



