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Table S1 Primer sequences
Gik7) Fr31 Fig
Primer Sequence (5'-3") Usage
FaERF186Clone-F ATGTTTGAAGATTGAGCTTGGAG
B v b
FaERF186Clone-R TTAGTTCATTACTTCTTGAGGCATG
EGFP-FaERF186F GTGGTGATAGGGCCCGGATCCATGTTTGAAGAGATTGACTTGGAGTC
V41 5 or
EGFP-FaERF186R GTGATTTTTGCGGACTCTAGATTAGTTCATTACTTCTTGAGGCAT
BD-FaERF186F ATGGCCATGGAGGCCGAATTCATGTTTGAAGAGATTGACTTGGAGTC
VH+ .3 El 47%( {T‘ ij
BD-FaERF186R CTAGTTATGCGGCCGCTGCAGTTAGTTCATTACTTCTTGAGGCATGG
FaActin-qF TTCACGAGACCACCTATAACTC
S 58k 8 EPCR S 5
FaActin-qR GCTCATCCTATCAGCGATT
FaERF186-qF TGGCTTGGGACCTACGAAAC
SE 52Ot E B PCR
FaERF186-qR CTGAGCCGATAAGGTGAGGG
FaGPI-qF GGCTATCTTACCTTACTCC
SR 52Ot E B PCR
FaGPI-qR CCATGAAGATTGATGAATATGA
FaGME2-qF ATGGCTGAGATTGTTCTTA )
SEI 9 E EPCR
FaGME2-qR CCTTGATCCAGAAGTATGTA
FaL-GalLDH-qF GGAACAATAGAAGTCTCCAA .
SEI 9 E EPCR
FaL-GalLDH-qR CTGTCTCTCAACACACTG
FaMDHAR-qF CTAGCAGTCATCTCGAAA S5 E BEPCR



FaMDHAR-gR

FaDHAR-qF
FaDHAR-qR
FaGR-qF
FaGR-qR
FalL-APX3-qF
FaL-APX3-gR
FaCS2-gF
FaCS2-qR
FaACO-qF
FaACO-qR
FaGAD-gF
FaGAD-qR
Fap-GAL-qF
Faf-GAL-qR
FaCx-qF
FaCx-qR
FaPL-qF

FaPL-qR

GTACCAATCAGGAAGCAA

CTCCATCTCATCAACTTG
CAAGGTTCAGGGTATTTC
CTTCCGATTGGGTTACAA
GTAGGAGCCTTCTCAATG
CCCTATGTTGAACTCTATG
CCTTGACAGTAGATGAAG
CATCCCACTGCCGATGTCTT
GACTCTGATGGTTGGCTGCT
CCTTACACGCTTCGCTCTCA
ATGACTTTCCGGAGCCATGG
GCCTACACTATGCCAGCCAA
GAGTCTCTCTGCCAAGCTCC
GGAGGCTTGGATGTGATTCAGACTT
ATAGAATTATTGGACCGCCATGAGACT
CCTCCTTCTTGGCTACGGTCTACT
CATAGGCATCAGGTCCACCAACAAT
ATTACCATCTCCAACAACCACCTTACC

ATCACCTTCTGACCTCCAGTTCCA

SR 5 %€ BPCR

S SR RPCR

SN O E EPCR

S SR RPCR

S SR RPCR

SN O E EPCR

KN E EPCR

KN O E EPCR

SKIN 26 BEPCR

1200bp——
800bp-—

M: Maker 1:47 1 f B
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Fig S1. PCR amplification of the strawberry FaERF186 gene
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A: Signal peptide prediction; B: Transmembrane domain prediction; C: Secondary structure prediction; D: Tertiary structure prediction
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Fig. S2. Bioinformatics analysis of FaERF186



