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Supplementary Figure S2a. MS/MS of SISGVNFGLAAGLPGK identifying XP_002270970.1
. .
PREDICTED: non-specific lipid-transfer protein P5 [Vitis vinifera].
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Supplementary Figure S2b. MS/MS of ETLILLWMAEGLLQFSK identifying XP_019079071.1
PREDICTED: putative disease resistance protein RGA1 [Vitis vinifera].
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Supplementary Figure S2c. MS/MS of MVADLAKR identifying XP_002270669.1 PREDICTED:
putative calcium-transporting ATPase 11, plasma membrane-type [Vitis vinifera].

Protein ID 1 Features

5|

T

Summary Statistics

Proteins Detected

N_[unused| Total [% Cov(95)| Peptides(95%) | Accession#

[ Name [ species | Gene Ontology -
%] 20| 200 og] ] T Faset Ttsvinen | i
B[ 200 200 39| %P oozzee04 [ PREDIGTED: bue copperprotein Vit vinifea] [Vtsvinten | i
< i ] D
Protein Group 28 - PREDICTED: blue copper protein [Vitis vinifera] ' Remove Redundancy [
Proteins in Group | Peptides in Group |
N_[unused| Total Accession# | I Peptide Locus| Con... | Conf | Sequence [ wodifications | Protein Modificati.. | Cleavages [ m_ﬁ
28] 200 200 XP_002285304.1 | PREDICTED: blue copper protein [Vitis vini 473.001] " "2.00] 99 TFWGDSLK | I I 0.
« i 3 (Kl i B
Fragmentation Evidence
[TFVvGDsLK
Residue b y
T 102.0550] 9655302 500 ¥ 2| ¥3| V4 ¥5
' 21129 °
F 2491234 8644525 NI b3
v 34a.1918] 7474141 450
v 447.2602 | 618.3457,
00
G 5042617| 619273,
3 615.3086| _462.2550) 0
s 7063405 _347.2289)
T §19.4247| _ 260.1969) 200
K 9475197| 1474128, B 120084
2250
E
200 24l121 518345 77l
180
72083
177,10 519074
100 1a7h1e [ 200140
o hoce = X TRl S T N 571.319 610233
125 {02 308. 409222, sg3265 | 57250 | 01100 00245, 7se3s9 P24910.  ggoggy 891209 972G
ol
40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 450 500 520 540 560 580 600 620 640 650 660 700 720 740 760 780 800 620 640 860 G80 200 920 940 960 960
miz.Da

Supplementary Figure S2d. MS/MS of TFVVGDSLK identifying XP_002285304.1 PREDICTED: blue

copper protein [Vitis vinifera].
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Supplementary Figure S2e. MS/MS of FQNIKEDAASALPTK identifying XP_002282792.1 PREDICTED:
non-specific lipid-transfer protein A-like [Vitis vinifera].
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Supplementary Figure S2f. MS/MS of NSGTLELTLK identifying sp|P47001|CIS3_YEAST Cell wall
mannoprotein CIS3 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=559292
GN=CIS3 PE=1 SV=1.



