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Supplementary Table 1 Primer sequences of PaSPL genes for RT-qPCR
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Primer name Forward primer (5'-3") Reverse primer (5'-3")
PaUBQ TTGGAGGTGGAGAGTTCGGA AGAAACCGCCACGGAGA
PaSPL1 AGGATTACCACCGACGACAT CAGCCAAACGCCTACGACAA
PaSPL?2 TTCCATTGAGTTTGCGTTAT CTTCTGCTCCGATCCTGTTA
PaSPL3 AGGAGGGATTAGAAAGGAAT CAGGCACTGAACTGAGGGTA
PaSPL4 GAAGCCTCAATTAGAACCCA AACTGCGAGTGACTATGAAGAA
PaSPL5 CAAGAAGTTACAACCAGCAGA AATCAGAGCCAGAAACACCA
PaSPL6 TCAGCAGTGTAGCAGGTTTC ACCAGTGCCTTGATATGACC
PaSPL7 CCCGAGTTTGACAACGGAAAG ACAGAGGACGCCGAATGAGC
PaSPLS CCAATCATGGTCCAATTCAG TTTCAGGCAAGAACCCGTAT
PaSPL9 TACAGCCGCCATCCTTCATT TGTGAGGCAGCAGTTGTTTG
PaSPL10 AAGTGGAGGTGGGACGAGAT CAACCTGAGCCTTGGAATGA
PaSPL11 AGGCTAAGAGCTTTGAAGGAA CAAATCTCAGCATCAACCCAC
PaSPLI2 GATCTGGTGCAGGAGGGTCT CGGCGATAGTATTGCTTTGC
PaSPLI3 CCCGTTATTCACTTAGCCGTTTC CTCCCGACAGCCCATCACCA
PaSPL14 ATGACAATTATGGAAATGGGCTCTA  TAGAGCCCATTTCCATAATTGTCAT

PaSPLI15

GCCGTTATCTACAGGGTTCA

CAGGTATTCAAGTAGGCATTCA




MiZ 2 PaSPLs EE T AEMSIHER

Supplementary Table 2 Primer sequences of PaSPLs for subcellular localization
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Primer name Forward primer (5'-3") Reverse primer (5'-3')
pHG-EGFP-PaSPL1 CTCTCTCTCAAGCTTGG ACGGGTCATGAGCTCCTGCAG
ATGGTGTCGGATTTGAAGGC TTAGCTTGGGCCATACTTCA
pHG-EGFP- PaSPL2 CTCTCTCTCAAGCTTGG ACGGGTCATGAGCTCCTGCAG
ATGGAGGCCGAATTTGGA TCAACCCCATGGGCC
pHG-EGFP- PaSPL9 CTCTCTCTCAAGCTTGG ACGGGTCATGAGCTCCTGCAG
ATGTGTTTTTCTTCTTCACTGCC CTACTCCAATAAAATTGGAAGCA
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Supplementary Table 3 Analysis of physical and chemical properties of PaSPL proteins
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Gene (A 78954 Total ~ Molecular pl % FERR R HL Grand Subcellular
Chr.NO  Length number of weight Instability ~ Aliphatic average of localization
(aa) atoms (kD) index index  hydropathicity

PaSPL1 Chrl 1020 15877 113.48 7.13 50.28 82.85 -0.420 Nucleus
PaSPL2 Chrl 826 12716 91.55 5.95 51.41 78.61 -0.412 Nucleus
PaSPL3 Chrl 816 12709 91.54 6.07 50.89 75.74 -0.41 Nucleus
PaSPL4 Chrl 316 16 960 34.55 9.50 57.70 65.51 -0.579 Nucleus
PaSPL5 Chrl 480 7228 52.66 8.49 44.92 55.50 -0.749 Nucleus
PaSPL6 Chrl 535 8124 58.77 8.03 52.14 69.78 -0.481 Nucleus
PaSPL7 Chr2 327 4939 36.22 8.95 63.74 53.85 -0.784 Nucleus
PaSPL8 Chr2 428 6408 47.15 8.50 63.00 55.70 -0.747 Nucleus
-PaSPL9 Chr3 426 6531 47.07 7.89 58.43 67.09 -0.583 Nucleus
PaSPLI0  Chr3 189 5969 21.55 9.16 60.18 53.07 -1.197 Nucleus
PaSPLI11 Chr4 162 2528 18.44 9.14 81.36 39.14 -1.175 Nucleus
PaSPL12 Chr4 163 2560 18.76 5.11 85.32 37.12 -1.555 Nucleus
PaSPLI3  Chr5 1070 16 459 118.40 8.20 56.24 75.64 -0.472 Nucleus
PaSPL14  Chr6 383 5649 41.12 9.47 51.60 53.97 -0.672 Nucleus

PaSPL15 Chr7 383 5698 41.61 9.67 49.70 49.43 -0.781 Nucleus
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Supplementary Fig. 1 Structure prediction of the PaSPLs protein in Prunus armeniaca



