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Table S1. The average concentration of petioles prior to treatment. 

Sample Number Concentration of Zinc (mg/kg DW) 

1 40.46 
2 50.31 
3 46.38 
4 37.35 
5 58.85 
6 39.04 
7 46.73 
8 43.53 
9 55.01 

10 48.79 
11 52.27 
12 52.04 
13 17.35 
14 58.79 
15 43.89 
16 32.47 
17 55.72 
18 38.96 
19 54.94 
20 38.75 
21 31.24 
22 28.02 
23 71.90 
24 50.95 
25 23.48 
26 14.22 
27 33.63 
28 44.49 
29 64.35 
30 56.42 
31 15.23 
32 12.33 
33 77.60 
34 3.05 
35 45.02 
36 12.47 
37 34.25 
38 19.05 
39 29.08 
40 38.69 
41 50.83 
42 37.59 
43 40.13 
44 46.49 
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Table S1. Cont. 

Sample Number Concentration of Zinc (mg/kg DW) 

45 24.11 
46 29.99 
47 24.09 
48 74.61 
49 67.28 
50 39.09 
51 16.75 
52 18.50 
53 20.79 
54 47.04 
55 21.63 
56 24.20 
57 35.57 
58 70.49 
59 72.37 
60 28.13 

Average 40.11 

Table S2. Sample collection dates and the corresponding days after flowering (DAF) in 2013 and 2014. 

2013 2014 

Date DAF Date DAF 

23 June 2013 18 19 June 2014 15 
5 July 2013 30 6 July 2014 32 

15 July 2013 40 19 July 2014 45 
25 July 2013 50 4 August 2014 61 

5 August 2013 61 18 August 2014 75 
16 August 2013 72 4 September 2014 92 
29 August 2013 85 21 Septemner 2014 109 

10 September 2013 97 - - 

18 DAF, 61 DAF, 97 DAF corresponded the pea size, veraison and mature stages in the year of 2013, 

respectively. And 15 DAF, 61 DAF, 109 DAF corresponded the pea size, veraison and mature stages in the 

year of 2014, respectively. 

Table S3. Primers used for the quantification of gene expression levels by qRT-PCR. 

Gene Name Primer Sequence (5’→3’) Reference 

VvPAL 
F GTTGTCGTGAAAAACCAGCTT 

Höll et al. [1] 
R GGATCACTCACGACGAAACTC 

VvCHS 
F GTCTGAAGGAAGAGAAACTGAGAG 

Zheng et al. [2] 
R CCAGGATAAACAACACGCAT 

VvSTS29 
F GGTTTTGGACCAGGCTTGACT 

Höll et al. [1] 
R GAGATAAATACCTTACTCCTATTCAAC 

VvCHI 
F TGGAAGGGCAAGACTGTG 

Zheng et al. [2] 
R TGAATACTGGCGACCCGT 
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Table S3. Cont. 

Gene Name Primer Sequence (5’→3’) Reference 

VvF3H 
F CTCCTACCCACTACGAACC 

Zheng et al. [2] 
R CAGACAACACCTCCAGCA 

VvFLS4 
F AAACCACCTACTTACAGAGC 

Azuma et al. [3] 
R ACCTAACCCCAGTGACAGAC 

VvMYBF1 
F GGAGGTTGAGGGGTTGTG 

Azuma et al. [3] 
R AAGTTGGGGAAGAGCAGGAG 

VvDFR 
F GAAACCTGTAGATGGCAGGA 

Ali et al. [4] 
R GGCCAAATCAAACTACCAGA 

VvLDOX 
F ACCTTCATCCTCCACAACAT 

Ali et al. [4] 
R GTAGAGCCTCCTGGGTCTT 

VvACTIN 
F GATTCTGGTGATGGTGTGAGT 

Guo et al. [5] 
R GACAATTTCCCGTTCAGCAGT 
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