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>Unigene46522_LYQ
ATTTGCCAACTACCACTGCTTTCAAAACTTTTGCCTTACCCTCCAATCTCCATAAGAGAAGCCACAACCTCACAGCTCACATACT
CACACCCTCACACTCAAAACCTAAAACCCAACAGATTAATTGTTCTTTTGATATGTCAGTTGTTCTTCTTTGGGTGGTGAGCCCC
AAACAGAATGCCAGCTCCCTGCTGGGTCTGATGCCCAGAATTTGCACCCCAAGGAGGTCTAAATTCTGCCCGAAGCTGGGATTT
TCAAGTAGGGTTTTGGCCTACTCGGGTGCAGTTGTAAACCCAGCAAGGTCTTCAGAAGAGAAGGTGTATGAAGTGGTGCTGAA
GCAGGCTGCGCTGGTGGAAGAACAGAGCACGGTAAAAAGGAAATCTTTGGATTTGGATGAACGGATTGTAACTGAAGGTTTGG
ACAACTGGGATTTACTGGATAAGGCTTATGATCGGTGTGGTGAAGTCTGTGCTGAGTATGCCAAGACTTTTTACCTGGGCACAT
TGCTCATGACACCGGAGCGGCGACGAGCTGTTTGGGCAATCTATGTGTGGTGCAGAAGGACAGATGAGCTAGTGGATGGACCT
AATGCTTCATACATTACACCCAAAGCTCTTGACAGATGGGAGAAAAGACTGACTGATCTCTTTGAAGGCCGACCTTACGATATG
TATGATGCTGCTCTATCTGATACTGTCACCAAGTACCCCGTTGACATTCAGCCCTTCAGAGACATGGTAGAAGGAATGAGATTA
GACTTGAGGAAGTCAAGATACCAGAACTTTGATGAACTTTACCTTTACTGCTACTATGTTGCTGGAACTGTTGGATTGATGAGT
GTTCCGGTGATGGGGATATGCCCAGAATCAAGGGCCTCAACAGAAAGCGTTTACAATGCTGCATTGGCCCTTGGAATTGCTAAT
CAGCTCACTAACATTCTCAGAGATGTTGGAGAAGATGCTAGGAGAGGAAGAGTATATCTCCCCCAAGATGAGCTTGCCCAAGC
CGGCCTATCAGACGATGACATCTTTCGCGGGAAGGTGACTGACAAGTGGCAAAGTTTCATGAAGGGACAAATACAGAGAGCTA
GGATGTTCTTTGATGAGGCTGAGAAGGGTGTCTCAGAGCTCAACTCAGCTAGTAGATGGCCAGTATGGGCATCTTTGTTGCTGT
ATAGGCAGATTCTAGATGTAATTGAAGCAAATGGTTATGACAATTTCACAAAAAGGGCTTATGTGGGAAAAGCAAAGAAGTTT
GTATCGTTGCCTGTGGCCTATGGAAGAGCCATTATAGGACCCTCTAAATTAACTAAGCAGTTGGTGCCTAGATGAATTAGATGA
TATTTGAAGTCTCAATCTCTAAATTTTTAGACAAAGTCCAACTTGAAGTTGGGTCTCAAGTCGAAATATGTAAATTTTTTATACT
AAATTTTTTTTAGTCAATCTTTTAATTACCTGTGTTTGGATGACGGATATAAAAGTGGTAATTAGTGGCAGAGGTTAATAGATGT
GTGGTGAGAGTGGTCGCCATGGACTGGTTGATAGATGTGTCAGTGGAGGTAGAGTGTCTCCTAGTGATAAGGTGGTAGCAATT
GTGGTTGTGGCATTGGCGGTGGTGATGGTTGTGGGAGGTGGTGGTGACGGTGATGGTGGATATGATTGGAATGATGGTGGCAA
TAGCAATGACATTGGGGGTTCATGGTAGTACTTATGGTCATGAGAGT

>Unigene51742_LYQ
TGTCTAAAAATTTAGAGATTGAGACTTCAAATATCATCTAATTCATCTAGGCACCAACTGCTTAGTTAATTTAGAGGGTCCTAT
AATGGCTCTTCCATAGGCCACAGGCAACGATACAAACTTCTTTGCTTTTCCCACATAAGCCCTTTTTGTGAAATTGTCATAACCA
TTTGCTTCAATTACATCTAGAATCTGCCTATACAGCAACAAAGATGCCCATACTGGCCATCTACTAGCTGAGTTGAGCTCTGAG
ACACCCTTCTCAGCCTCATCAAAGAACATCCTAGCTCTCTGTATTTGTCCCTTCATGAAACTTTGCCACTTGTCAGTCACCTTCC
CGCGAAAGATGTCATCGTCTGATAGGCCGGCTTGGGCAAGCTCATCTTGGGGGAGATATACTCTTCCTCTCCTAGCATCTTCTC
CAACATCTCTGAGAATGTTAGTGAGCTGATTAGCAATTCCAAGGGCCAATGCAGCATTGTAAACGCTTTCTGTTGAGGCCCTTG
ATTCTGGGCATATCCCCATCACCGGAACACTCATCAATCCAACAGTTCCAGCAACATAGTAGCAGTAAAGGTAAAGTTCATCA
AAGTTCTGGTATCTTGACTTCCTCAAGTCTAATCTCATTCCTTCTACCATGTCTCTGAAGGGCTGAATGTCAAC
>Unigene26970_LYQ
CGTCGCCGCTCCGGTGTCATGAGCAATGTCCCTAGGTAAAAAGTCTTGGCATACTCTGCACAGACCTCACCACACCGGTCATAC
GCCTTATTCAGTAAATCCCAGTTGTTCAAACCGTCAGTAATCCGTTCATCCAAATCCAAAGATTTCTTTTTTACCGTGTTCGGTT
CTCTCACTAGAGCAGCCTGCTTCA

>Unigene32141 LYQ
CGTCGCCGCTCCGGTGTCATGAGCAATGTGCCCAGGTAAAAAGTCTTGGCATACTCAGCACAGACTTCACCACACCGATCATAA
GCCTTATCCAGTAAATCCCAGTTGTCCAAACCTTCAGTTACAATCCGTTCATCCAAATCCAAAGATTTCCTTTTTACCGTGCTCT
GTTCTTCCACCAGCGCAGCCTGCTTCAGCACCACTTCATACACCTTCTC



>Unigene38534 _LYQ
TACTCACACCCTCACACTCAAAACCTAAAACCCAACAGATTAATTGTTCTTTTGATATGTCAGTTGTTCTTCTTTGGGTGGTGAG
CCCCAAACAGAATGCCAGCTCCCTGCTGGGTCTGATGCCCAGAATTTGCACCCCAAGGAGGTCTAAATTCTGCCCGAAGCTGG
GATTTTCAAGTAGGGTTTTGGCCTACTCGGGTGCAGTTGTAAACCCAGCAAGGTCTTCAGAAGAGAAGGTGTATGAAGTGGTG
CTGAAGCA

>Unigene7419_LYQ
CTTCTCTGGGTGGTGAGTCCCAAAGAGAATGCCAACTCTCTGCTGGGTCTGTTGCCGAGAATTTGCACCCCAAGGAGGTCTAAA
TTGTGCTCAAAGCTGGGTTTTTCAAGTGGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCAGTTGCAAACCCAGCCAG
ATCTTCAGAGGAGAAGGTGTATGAAGTGGTGCTGAAGCA

>Unigene7419 LYQ
CTTCTCTGGGTGGTGAGTCCCAAAGAGAATGCCAACTCTCTGCTGGGTCTGTTGCCGAGAATTTGCACCCCAAGGAGGTCTAAA
TTGTGCTCAAAGCTGGGTTTTTCAAGTGGNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCAGTTGCAAACCCAGCCAG
ATCTTCAGAGGAGAAGGTGTATGAAGTGGTGCTGAAGCA

>Unigenel3461_LYQ
AGATACCAAAGCTTCGATGAACTATATCTTTACTGCTATTATGTTGCCGGAACTGTTGGATTAATGAGTGTTCCAGTTATGGGC
ATTTCACCTGAATCGCAAGCAACAACGGAGAGTGTATATAACGCTGCCTTGGCGTTAGGGATTGCGAATCAGCTAACAAACAT
ACTCCGTGATGTTGGGGAGGATGCAAGGAGAGGAAGAATTTATTTACCCCAAGATGAGCTTGCAGAAGCAGGGCTCTCCGACG
CTGATATATATGCTGGGAAGGTCACAGACAAATGGAGGAGTTTCATGAAGGATCAAATTAAGAGGGCAAGGATGTTCTTCGAC
GAGGCAGAGAAGGGAGTGACAGAGTTGAGTGAAGCCAGCAGATGGCCGGTATTGGCGTCGCTACTCCTATATCGCCAAATATT
GGACGAGATAGAAGCTAACGATTACNNNNNNNNNNNNNNNNNNGTAAGCAAAGCTAAGAAATTACTTGCCTTGCCTATTGCG
TATACTAAATCGATAATTCGCCCCCCAAGAACCTCTCCAGAGCTTAGAAAATACAATCTTTGACAACAAAATGCTGGAGTTGCC
TATATATGTATAGANNNNNNNNTGTATAGAGATTGAAAAGCAGAATTTGTATACTATAAATTGTATTGTTGCAGCCTGTATTTA
TAAAACTGAAGGGTGTTATTTATTCCAGTTCAAAG

>Unigene46044_LYQ
GGAGGGTCTGGTTTAGGGAGCGAAACCAAATTTCCAGTTTTATTAAGCATGGTGGCCAACCCGCTTGGAGAATCAGCTGTCTCG
TCGGAACAGAAGGTGTATGATGTGGTGCTGAAGCAGGCATCCTTGGGTAAGAAGCAGTTGAGTTCTAATGGATATCTTGATGT
GAAGCGGGATATTATTCTACCCGGGAATCTGAGCTTGTTGAGTAAAGCTTATGATCGATGTGGAGAAGTATGTGCGGAGTATG
CCAAGACCTTTTACCTCGGTACCCTGCTTATGACGCCCGAAAGAAGAAGGGCCATCTGGGCAATATATGTGTGGTGCAGGAGG
ACGGATGAGCTTGTTGATGG

>Unigene54535_BS
CAACATCCATACTCTCATGACCATAAGTACTACCATGAACCAAGCTCATCTTGGGGGAGATATACTCTTCCTCTCCTAGCATCTT
CTCCAACATCTCTGAGAATGTTAGTGAGCTGATTAGCAATTCCAAGGGCCAATGCAGCATTGTAAACGCTTTCTGTTGAGGCCC
TTGATTCTGGGCATATCCCCATCACCGGAACACTCATCAATCCAACAGTTCCAGCAACATAGTAGCAGTAAAGGTAAAGTTCAT
CAAAGTTCTGGTATCTTGACTTCCTCAAGTCTAATCTCATTCCTTCTACCATGTCTCTGAAGGGCTGAATGTCAACGGGGTACTT
GGTGACAGTATCAGATAGAGCAGCATCATACATATCGTAAGGTCGGCCTTCAAAGAGATCAGTCAGTCTTTTCTCCCATCTGTC
AAGAGCTTTGGGTGTAATGTATGAAGCATTAGGTCCATCCACTAGCTCATCTGTCCTTCTGCACCACACATAGATTGCCCAAAC
AGCTCGTCGCCGCTCCGGTGTCATGAGCAATGTGCCCAGGTAAAAA

>Unigene53723_BS
GACACACATTTGCCAACTACCACTGCTTTCAAAACTTTTGCCTTACCCTCCAATCTCCATAAGAGAAGCCACAACCTCACAGCT
CACATACTCACACCCTCACACTCAAAACCTAAAACCCAACAGATTAATTGTTCTTTTGATATGTCAGTTGTTCTTCTTTGGGTGG
TGAGCCCCAAACAGAATGCCAGCTCCCTGCTGGGTCTGATGCCCAGAATTTGCACCCCAAGGAGGTCTAAATTCTGCCCGAAG
CTGGGATTTTCAAGTAGGGTTTTGGCCTACTCGGGTGCAGTTGTAAACCCAGCAAGGTCTTCAGAAGAGAAGGTGTATGAAGT
GGTGCTGAAGCAGGCTGCGCTGGTGGAAGAACAGAGCACGGTAAAAAGGAAATCTTTGGATTTGGATGAACGGATTGTAACTG
AAGGTTTGGACAACTGGGATTTACTGGATAAGGCTTATGATCGGTGTGGTGAAGTCTGTGCTGAGTATGCCAAGACTTTTT

Supplementary Fig. S1. Unigene sequence of PSY in loquat RNA-Seq libraries.
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Supplementary Fig. S2. Carotenoid content and composition in the peel of red- and
white-fleshed loquat cultivars. The percentage of the main carotenoids (phytoene, lutein,
violaxanthin, B-cryptoxanthin and B-carotene) in the peel of red- and white-fleshed loguat cultivars
was analyzed by HPLC.
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Supplementary Fig. S3. Comparison of the deduced amino acid sequences of EjPSY2A and
EjPSY2AY. Amino acid sequences were aligned using Clustal X
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Supplementary Fig. S4. Analysis of the alternative splicing of EjPSY3a and EjPSY3p. (A) The
differences in alternative splicing of EjPSY3 in the LYQ and BS varieties. E, exon; AG, splicing
acceptor site; GT: splicing donor site. In the LYQ variety 97 bases of the fourth exon were lost in
EjPSY3o. In the BS variety, 10 bases of the third exon were lost and the former third intron was
retained in EjPSY3p; Normal EjPSY3 mRNA was observed in the Jiajiao variety. The diagram is not
to scale. (B) The amino acid sequence alignment of EjPSY3, EjPSY3a and EjPSY3p.
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242 (underlined) have been shown to affect the activity or location of PSY in cassava (Welsh et al.,
2012); Underlining indicates PSY
signature motifs 1 and 2 (conserved domain); Amino acids in bold in EjPSY3 sequence near or at

2010), tomato (Gady et al.,

motif 2 is different from other EjPSYs; Shading indicates a-helix, predicted by Swiss-model
according to the structure of squalene synthase (PDB: 4HD1); Box indicates DXXXD putative active
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S5. Alignment of EjPSYs amino acid sequences. Amino acids 159, 176 and

2011) and maize (Shumskaya et al.,



252 260 2064 Motif 2

[ SIPSYI PESKATTESVYNAALBLG IENQLTNTLRDVGEDAR———RGRVYLPQ-— - DELA
SIPSY2 PESKATTHSVYNAAL LG LNQL TNILRDVGEDAR—————RGRVYLPQ-————DELA
EjPSY1 PESQATTESVYNAALBLG TNQLTNTLRDVGEDAR—————RGRIYLPQ-————DELA
MdPSY1 PESQATTISVYNAALIEEEINQLTNILRDVGEDAQSSA—RRGRIYLPQ ————— DELE
Group Al ( PoPSYl PESQATTSVYNAALLG TENQL TNTLRDVGEDAR—————RGRIYLPQG-————DELA
FVPSYI PDSQATTSVYNAALBLG LENQLTNTLRDVGEDLLSSLRFLSACFLHSSVRGFDELA
VyPSY1 PESQATTESVYKAALBLG IENQLTNTLRDVGEDAR -~~~ RGRIYLPQ-—~DELA
CitPSYl PDSQATTESVYNAALILG LANQLINILRDVGEDAR—————RGRVYLPQ-————DELA
\ AtPSY PKSKATTESVYNAALNLG TENQLTNTLRDVGEDAR—————RGRVYLPQ————DELA
[ EjPSY2A PESRASTESVYNAALLG TENQLTNTLRDVGEDAR—————RGRVYLPQ—————DELA
MdPSY2A PESSASTSVYNAALELG TENQLTNTLRDVGEDAR—————RGRVYLPQ—~~-DELA
EjPSY2B PESKASTSVYNAALLG 1ENQLTNTPRDVGEDAR-————RGRVYLPQ-—~--DELA
Group B1 (  wdpsyzs RESKASTHSVYNAAL LG LENQLTNILRDVGEDAR———RGRIYLPG———DELA
FvPSY2 PESKASTRTVYNAALLG LANQLTNILRDVGEDAR———~~RGRIYLPQ-—---DELA
PpPSY2 PESKASTETVYNAALNLG TENQLTNTLRDVGEDAR—————RGRVYLPQ————DELA
\ " VyPSy2 PDSKASTESVYNAALBLG TENQLTNTLRDVGEDAR—————RGRTYLPQ—————DELE
ZnPSY2 PDSKAS TS VYNAALJLG LENQLTNTLRDVGEDAR—————RGRIYLPL-~~--DELA
Group B2 { ShPSY2 pDSKAS TESVYNAAL LG TENQLTNILRDVGEDAR————~RGRTYLPL-————DELA
0sPSY2 PDSKASTESVYNAALLG TENQLTNTLRDVGEDSR—————RGRTYLPL-————DELA
ZnPSY1 TESKATTESVYSAALLG TENQL TNTLRDVGEDAR—————RGRIYLPQ-————DELA
Group A2 3 SPPSY] PESKATTISVYSAALIEEEINQLTNTLRDVGEDAT 77777 RGRIYLPQ-———-DELA
roup 0sPSY1 PESKATTESVYSAALBLG IENQLTNILRDVGEDAR ————~RGRIYLPQ-—~~-DELA
ZnPSY3 PASRAATETVYKGALBLGLENGL TNTLRDVGEDAR—————RGRIYLPQ————DELE
ShPSY3 PDSRAAT'TVYKGALHEEEINQLTNTLRDVGEDAR ————— RGRIYLPQ———DFLE
Group C { 0sPSY3 PDSRANTETVYKGALHLGLENQLTNTLRDVGEDAR—————RGRTYLPM-————DELE
Cyanobacterium PWNRQST T TPEEEATLG TENQLTNTLRDVGED 1D-————RNRTYLPL~—~——EDLA
[ VvPSY3 PESPVSAQSTYNSALYLGIGNQLTNILRDVGEDSL————RGRVYLPG———DELA
CitPSY3 PDSSSSAQSTYNGALNLGVGNQLTNILRDVGEDAS ————RGRVYLPG———DELA
EjPSY3 PDSRISAQSTYDSALYLG IGNQLTNILRDVGEDAM-————RGRVYLPGQ-————DELA
Group D { MdPSY3 PDSRTSTQSTYDSALYLGIGNQLTNTLRDVGEDAM-————RGRVYLPG————DELA
PpPSY3 PDSLTSAQSTYDAALYLGIGNQLTNTLRDVGEDAM-————RGRVYLPG————DELA
FVPSY3 PDSLNSTQSTYDAALYLG IGNQLTNILRDVGEDAA-————RGRVYLPQ-————DELA
CitPSY2 PDSSASAQSTYNAALYLG IGNQLTNILRDVGEDAS ———RGRIYLPQ———DELA
\ SIpsy3 PESCVSAQTVYNAALHLG IGNQLTNILRDVGEDAL ———RGRVYLPG———DELA
% sk sokdokekk ok T Cex

Supplementary Fig. S6. Alignment of PSY amino acid sequences. Alignment of PSY3s in dicot
plants to all PSYs sequences available from the Phytozome; underlining indicates PSY signature
motif 2 (conserved domain) (Shumskaya et al., 2012); highlighting, amino acids 252, 260 and 264.

Amino acid numbers refer to EjPSY3 sequence.



Supplementary Table S1. Primers for RACE PCR

Gene 5’RACE (5’ to 3”) primers 3’RACE (5’ to 3”) primers
EjPSY1 1" TATCAGCGTCGGAGAGCCCTGCTTCT GTTATGGGCATTTCACCTGAATCGCAA
2" TTTGTTAGCTGATTCGCAATCCCTAAC GCTGGGAAGGTCACAGACAAATGGAGG
EjPSY2A° 1" TATCAGCGTCGGAGAGCCCTGCTTCT CCCGTTGACATTCAGCCCTTCAGAGA
2" TTTGTTAGCTGATTCGCAATCCCTAAC ACCTTTACTGCTACTATGTTGCTGGA
EjPSY2B 1" CTTATTCAGTAAATCCCAGTTGTTCA TGAAGCAGGCTGCTCTAGTGAG
2" AATCCCAGTTGTTCAAACCGTCAGTA AGGCTGCTCTAGTGAGAGAACCGAA




Supplementary Table S2. Primer sequences for genome walking

Gene

Primers (5’ to 3”)

EjPSY1 1%
2nd

TTCTTTTTTACCGTGTTCGGTTCTCT
AATATATATGCCTTCGCAAAGGGAT

EjPSY2A/EjPSY2A? 1
2nd

GCTGGCATTCTGTTTGGGGCTCACC
AGTTTTGAAAGCAGTGGTAGTTGGC

EjPSY2B 1"
2nd

TTCCCGGGTAGAATAATATCCCGC
ACTCAACTGCTTCTTACCCAAGGAT




Supplementary Table S3. Primers for genomic DNA PCR

Gene Forward (5’ to 3°) primers Reverse (5 to 3°) primers

EjPSY1 TGATGAAACTGAATGAAATG TTGAACTGGAATAAATAACACCCT
EjPSY2A/EjPSY2A° ATTTGCCAACTACCACTGCTTTCA TACACCACATAAGAAACAAGCA
EjPSY2B ACCCAAAACCCCAAAGTCCCAGC CCTCAGTTTGTCGCCCAACTAAC

EjPSY3 CTTCCAAATGTGTTCTACAATTTC TGTTTTTATTATTGGGACATCAA




Supplementary Table S4. Primer sequences for PCR amplification of the EjPSY2A/EjPSY2A°

genomic fragments

Gene Primers (5 to 3°)

EjPSY2A/EjPSY2A? EjPSY2AUP1 TATGAACCATTGATTAGTCTAGC
EjPSY2ADP1 GTTATTGTCACCGTAGTCGC




Supplementary Table S5. Primers for real-time PCR

Gene Forward (5’ to 3”) primers Reverse (5’ to 3”) primers

EjPSY1 GGGAGTGACAGAGTTGAGTGA ATACGCAATAGGCAAGGCAAG
EjPSY2A GGATATGCCCAGAATCAAG CTTCCCGCGAAAGATGTCATC
EjPSY2A° GGATATGCCCAGAATCAAG TAAGTACTACCATGAACCAA
EjPSY2B GGGAAAAGCAAAGAAGTTAGC AGATTGAGACCTCAAAATAC
EjPSY3/EjPSY30/EjPSY3p CGGTTTGGGTTGTGCGAT AAAGGCAGCATGAGAAG




Supplementary Table S6. Primers for PSY cDNAs subcloned as in-frame translational fusions

Gene Forward (5’ to 3°) primers Reverse (5 to 3°) primers

EjPSY1 GAATTCGTTTTCAAGTTGAAAC GTCGACTCCAGCATTTTGTTG
EjPSY2A CCGGAATTCATGTCAGTTGTTCTTCT GTCGACTCATCTAGGCACCAACT
EjPSY2A° CCGGAATTCATGTCAGTTGTTCTTCT GTCGACCTACCATGAACCAAGCT
EjPSY2B CCGGAATTCATGTCAGGTGTTCTTCT GTCGACTCATCTAGGCACCAACT

EjPSY3/EjPSY3a/EjPSY3  GAATTGGATCCTTCCAAATGTGTTCTAC ATGATGTCGACATAGCTCGAATACTCGC




Supplementary Table S7. Carotenoid content in peel and flesh tissues of white- and red-fleshed loquat cultivars

Carotenoid
content phytoene lutein violaxanthin B-cryptoxanthin [3-carotene Total carotenoids
(g g FW)
Tianzhong 0 3.1540.79 0.7540.12 0.6940.23 7.804+1.35 17.91 43.48
Bingtangzhong 0 1.9940.37 0.6040.09 0.4610.17 8.47+1.70 16.45 #3.06
Ninghaibai 0 2.0440.14 0.5840.04 0.1440.02 8.8840.28 15.05 #0.66
White-fleshed Baisha 0 3.2040.67 0.3240.12 0.2140.05 11.3540.75 19.77 +1.48
Guanyu 0 2.44490.56 0.3740.10 0.5640.09 747491 15.43 #4.13
Baiyu 0 2.5040.10 0.3540.17 0.9240.09 8.5240.52 17.26 +1.13
Biqi 0 2.7240.37 0.5940.14 0.904.09 7.91+1.95 17.19 #4.28
Peel Jiajiao 0.41490.09 2.3140.19 0.2640.08 1.1840.28 33.8945.06 54.51 #11.07
Baozhu 2.7640.32 6.07+1.61 0.8840.35 3.5340.02 73.6544.08 113.94 48.58
Dameiguihongpao 6.7840.91 3.3840.08 1.0940.29 1.8940.03 51.0848.26 79.50 +16.77
Red-fleshed  Dayeyangdun 0.6640.12 3.8441.52 0.8040.44 1.7940.51 31.7545.39 50.56 +17.48
Dawuxing 1.5040.15 3.8040.28 1.0940.01 1.54490.09 53.9840.19 78.75 43.99
Luoyangqing 3.1240.51 4.184.11 0.6940.18 2.3440.75 42.7845.35 68.37 48.93
Dahongpao 3.4940.98 4.8540.55 0.9840.11 3.7240.30 69.2446.03 113.51 +14.13
Tianzhong 0 0.0540.01 0.0740.00 0.1340.04 0.0640.02 0.56 40.10
Bingtangzhong 0 0.0540.02 0.0640.03 0.16490.07 0.0740.03 0.67 40.27
Ninghaibai 0 0.0340.01 0.0140.00 0.04490.00 0.0240.00 0.16 #0.04
White-fleshed Baisha 0 0.0410.01 0.0340.01 0.0540.00 0.030.01 0.23 #.05
Guanyu 0 0.0240.01 0.0240.01 0.0840.03 0.0540.02 0.33 40.12
Baiyu 0 0.0140.01 0.0240.02 0.04490.02 0.0240.02 0.21 40.01
Biqi 0 0.03490.00 0.0540.01 0.2140.03 0.0740.01 0.69 #0.10
Flesh Jiajiao 0.06490.03 0.0140.00 0.2340.03 0.46490.01 2.7540.03 5.30+1.15
Baozhu 0.34490.15 0.0540.02 0.8040.29 2.8340.94 3.6940.38 12.43 £2.69
Dameiguihongpao 0.9740.64 0.0540.15 1.1040.34 2.1340.64 3.6840.64 14.41 43.46
Red-fleshed Dayeyangdun 0.3840.13 0.0040.00 0.6840.13 0.9740.13 4.0340.13 9.95 #.61
Dawuxing 0.06490.01 0.0040.00 0.6240.01 0.8540.01 1.5140.01 5.38 #1.59
Luoyangqing 0.7540.11 0.1040.02 0.9440.21 2.3440.16 2.6640.50 11.54 4#2.29
Dahongpao 0.3940.08 0.0540.01 0.7340.01 2.3540.35 2.9140.65 11.96+1.30

+ = Standard deviation (n=3)



Supplementary Table S8. Carotenoid content in various tissues of Luoyangqing (LY Q) and Baisha (BS)

. 1 Peel of green fruit Peel of ripe fruit Flesh of green fruit Flesh of ripe fruit Young leaf Mature leaf

Carotenoid content (1g g™ FW) LYQ BS LYQ BS LYQ BS LYQ BS LYQ BS LYQ BS
neoxanthin 0.12490.03 0.1440.02  0.1540.07 0.090.02 0.1140.01  0.0240.01 0.049.01 0.0140.00 0.1440.04 0.1540.02 0.2440.04 0.2340.05
violaxanthin 0.5240.12 0.4040.15  2.6840.55 0.6840.28 0.1440.05  0.0340.01 0.509.09 0.0340.01 4.174.23 3484098 21.6043.25 17.8842.88
luteoxanthin 0.4249.13 0.2940.04  0.5340.15 0.5640.29 0.0340.01  0.0540.02 0.350.10 0.0240.00 0.9940.32 0.9140.17 13.2842.26 10.10+1.97
9-cis-violaxanthin 0.0349.01 0.0440.01  0.6940.18 0.3240.12 0.0740.02  0.0340.01 0.9440.41 0.0340.01 11140.31 0.8640.28 7.5541.99  5.4340).74
lutein 9.5842.51 5754116  4.18#1.11 3.2040.67 0.3740.09  0.1640.00 0.100.06 0.04490.01 8.03+1.96 6.4141.23 57.3836.57 48.8745.54
phytoene 0.099.02 0.0340.02  3.124051 0.04=9.05 0.0040.00  0.0040.00 0.7540.11 0.009.00 0.0340.01 0.0040.00 1.3240.03 1.7740.27
phytofluene 0.0240.00 0.00#0.00  0.6240.12 0.0020.00 0.0020.00 0.0020.00 0.1740.02 0.0020.00 0.01#0.00 0.00#0.00 0.1140.01 0.1040.00
B-cryptoxanthin 0.0020.00 0.00#0.00  2.3440.75 0.2140.05 0.0240.00 0.0020.00 2.3440.16 0.0540.00 0.0020.00 0.00#0.00 0.00#0.00  0.000.00
C-carotene 0.0020.00 0.1840.01  0.63#0.16 0.0020.00 0.0020.00 0.0020.00 0.2940.11 0.0020.00 0.0020.00 0.00#0.00 0.00#0.00  0.0040.00
B-carotene 3.2540.93 1.7630.22  42.7845.35 11.3540.75 0.5240.12 0.1440.03 2.6620.50 0.030.01 2.8440.33 2.0240.99 32.6944.89 25.8143.38
unidentified 2.64+1.13 0.8240.22  3.2982.37 3.4040.42 0.1640.05 0.0740.02 3.05+1.18 0.030.02 2.4030.66 24630.71 12214212 9.17#H.17
Total carotenoids 16.67+2.88 941+.35 68.3748.93 19.7741.48 1.4340.36 0.5040.15 11.5442.29 0.2340.05 39.9248.78 33.9636.55 146.37+1.41 119.3635.64

+ = Standard deviation (n=3)



