Supplemental Tables

Supplemental Table S1: Identified serine hydrolases labeled with FP-biotin in senescent
cotyledons of oilseed rape (cv. Ténor) after 5 days of LN treatment. To characterize the serine
hydrolases observed in Figure 2, labeling with FP-biotin was performed and followed by a pull-
down of biotinylated proteins (Figure 3). LC-MS/MS spectra were searched against the
Viridiplantae database focusing on Brassica napus L. using MASCOT 2.5.0 and only scores
higher or equal to 41 were considered. The assigned protein with the best match is provided
alongside the Uniprot accession number (if available) or NCBI/GenBank accession number.
Score, queries matched, peptide matches, different peptide matches, experimental mass,
theoretical mass and classification of serine hydrolases are also presented.

P : i : Different  Exp.
Zone Protein [Brassica napus] Queries  Peptides Theo. Theo. -
(kDa) UniProt or NCBI accession no. Score  \iatched matched Matched  Mass o CDay pi Classification
peptides  (Da)
PREDICTED: serine carboxypeptidase-like 49
1(70) XP 01367653 100 12 6 5 58335 583722 503 S10
ngsgfgﬁ% 81 5 4 3 34584 3460551  8.59 Lipase
PREDICTED: i’gt'é'f;%'slhk;?gmtease SBTLT 5 4 4 73353 7339889 757  Subtilisin S8
Cig%);%eggg?e 59 2 2 2 56843 5687891 535 S10
Carboxypeptidase
AOAOTEGRWS 54 2 2 2 53488 5352141 543 510
25 REDICTED: ;e;'%igggbeogggip“dase'l'ke 9 e 5 5 5 58335 583722 503 S10
3(60) Pmbabliocz:)b;gg:f;tgrase 12 90 4 4 4 34316 3433789 523 CXEs
Carboxypeptidase
AOAOTEBZ09 71 10 4 4 53907 5394101  6.43 S10
PRED'CTED:;gbgggzgszpf’tease SBILT g 5 4 4 73353 7339889 757  Subtilisin S8
4 (55) GD%XS&%‘E‘;%%’& 195 12 8 8 48149 48180.03 7.2 Lipase
alpha'-ol\_d%:?g::dlis}éaos-hke 186 12 8 8 48820 48851.72  6.69 Lipase
GDi'a;Zt%ﬁ;/ggase 165 9 7 7 42201 4224784  6.44 Lipase
PREDICTED: Sigzg?gggggem'dase"'ke 5 e 2 7 6 54114 5414829 683 S10
PRED'CTED:;l;bgy;gg%?zpftease SBTLT 15 8 6 6 73353 7330880  7.57  Subtilisin S8
PREDICTED: %’Kgggﬁf&oxylesmrase 12 o 6 5 5 35528 3555037 5.6 CXEs
PREDICTED: probable carboxylesterase 12
partial 84 5 4 4 20451 204605 538 CXEs
XP_013704469.1
5 (50) PREDICTED: probable carboxylesterase 12 360 ” 1 1 35508 35550.37 5.6 CXEs
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PREDICTED: protease Do-like 1,

chloroplastic 81 5 5 46206  46234.66 6 Deg protease
XP_013644609.1
Serine-type XgrAbg%gezpé;dase'“ke 3 61 4 3 53007 53941.01 643 S10
PRED'CTED:Xgﬁg%%,fﬁ’fxylemme B 5 2 2 12504 1260154  9.51 S10
6u4s) REDICTED: %’th;lse;?é%oxyleswrase 12 1 10 10 35528 35550.37  5.16 CXEs
PRED'CTED:;gbgll';g‘;"ggzpiowase SBTLT 5 4 4 73353 7339889 757  Subtilisin S8
PREDICTED: sig:(t):%tggggeptldase-hke 35 m 2 2 54114 5414829  6.83 s10
7(40) PREDICTED: Sig;g%t;gggep“dase'"ke 2y 6 6 53001 53035  6.02 S10
PREDICTED: 2?2%3'8‘3;3’(5%0”'6“6”56 2 7 7 35528 3555037  5.16 CXEs
PREDICTED: s:r(;'r&eogasrggxgeptldase-hke 29 108 8 8 53488 5352141 543 510
PREDICTED: sig:(;:%@gggeptldase-hke 35 62 6 6 54114 5414829  6.83 S10
PREDICTED: siérjsoc;lébHo(s(%/geptldase-l|ke 20 52 6 6 56619 5665577  6.21 S10
8 (35) Serine Cag\%(z(g;’gg\'?gge'“ke 29 199 22 6 53413 5344724 528 s10
PREDICTED: Szgg%ggg%’%%Ept'dase'l'ke 2 165 20 6 53488 5352141 5.3 S10
PRED'CTED:XB‘;E\’S%EH%%OXVMSIE“SE 12 405 7 4 35528 35550.37  5.16 CXEs
PRED'CTEE(:JX‘;;%)QESIZW% 10-like o1 5 3 30212 3023168  5.79 MEs
PREDICTED: sig:;?ggéggeptldase-hke 29 79 3 3 52131 53164.05 587 s10
PREDICTED: s;r(;r:o%rgvﬁgeptldase-llke 51 78 3 3 51093 5119551  6.74 s10
9(33) PRED'CTi%Xg%g’:‘;;Bemse 9-like 315 20 9 28749 2876808  5.23 MEs
PRED|CTEA\%XB‘;%]%/:§SS;MS€ 9-like 216 13 7 28614 28632.94 523 MEs
PRED'CTEDzﬁgﬁ’g%eﬁggoxylemrase 12 e 8 6 35528 35550.37  5.16 CXEs
PRED'CTED:QEVE%?%%%'cl’eSterase Zlike g 4 4 26707 2672343 615 Thiol-esterase
PREDICTED: probable carboxylesterase 12
partial 9 6 5 20451 294695 538 CXEs
XP_013704469.1
PREDICTED: s:r(;'r&eo%rg‘%m%eptldase-hke 29 o 5 ) 53488 5350141 543 s10
PREDICTED: methylesterase 9-like isoform
X2 7 6 3 13001 130009.93 4.77 MEs
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PREDICTED: probable carboxylesterase 12

10 (30) XP 0137019611 298 22 22 35535 35557.41  5.24 CXEs
PREDICTED: zrg)igt;ge;jé%oxylesterase 12 5e5 2 22 35528 35550.37  5.16 CXEs
PREDICTED: szggfogasrg%%%eptldase-hke 29 85 7 7 53488 5352141 543 s10
PRED'CT?A%A”S%‘E'L‘;EBE”SE 9-like 7 4 4 28749 2876808 523 MEs
1125y PREDICTED: %’nggﬁj‘é%oxylemmse 12 o 14 7 35528  35550.37  5.16 CXEs
PREDICTED: s;g/r:eosgr(t;:%%eptldase-hke 29 93 9 3 53488 5352141 543 s10
PRED|CTEA%XE%E’$§(‘;WSE 9-like 83 4 4 28749 2876808 523 MEs
PREDICTED:)s(e;lrg)igeégbeogggiptldase-l|ke 20 55 4 3 57750 5778739  6.32 s10
PREDICTED: probable carboxylesterase
SOBER1-like isoform X2 51 3 2 54591 5462541 539  Thiol-esterase
AOA078ECJ1
12 (20) "REDICTED: s:r(;'r&eoggreb%%%eptldase-hke 2 569 18 8 53488 5352141 543 510
PREDICTED:)s(e;lr:)elgngfsogggiptldase-l|ke 20 155 7 5 57750 5778739  6.32 S10
PREDICTED: serine carboxypeptidase-like 35 61 5 3 53907 5394101  6.43 S10
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Supplemental Table S2: Identified Cysteine proteases (CPs) labeled with DCGO04 in
senescent cotyledons of oilseed rape (cv. Ténor) after 5 days of LN treatment. To
characterize CPs observed in Figure 4, labeling with DCG04 was carried out and followed by
a pull-down of biotinylated proteins (Figure 3). LC-MS/MS spectra were searched against the
Viridiplantae database focusing on Brassica napus L. using MASCOT 2.5.0 and only scores
higher or equal to 41 were considered. The assigned protein with the best match is provided
alongside the Uniprot accession number (if available) or NCBI/GenBank accession number.
Score, queries matched, peptide matches, different peptide matches, experimental mass and
theoretical mass are also presented. Finally, CPs were classified according to the classification
of Richau et al. (2012) [37].

Different

EXxp.

Theo.

Zone Protein accession no [Brassica napus] / Queries Peptides Theo. A
(kDa) NCBI accession no. Score Matched matched matghed Mass  Mass pl Classification
peptides  (Da) (Da)
PREDICTED: cysteine proteinase RD21a-like .
1 (40) AOAO78FVG4 161 7 7 6 50625 50657.95 5.23 RD21-like
PREDICTED: cysteine proteinase RD21a :
AOAO78EXHO 158 10 10 6 50452 50484.76 5.3 RD21-like
cysteine proteinase RD21a i
AOAO78EXL6 146 10 10 6 50534 50566.84 5.23 RD21-like
PREDICTED: cysteine proteinase RD21a-like T
AOAO78G7A3 64 3 3 2 50506 50539.07 5.57 RD21-like
PREDICTED: cysteine proteinase RD21a-like "
2(35) AOAO78GTA3 120 5 5 3 50506 50539.07 5.57 RD21-like
PREDICTED: cysteine proteinase RD21a-like "
AOAOT8EXHO 97 4 4 4 50452 50484.76 5.3 RD21-like
PREDICTED: cysteine proteinase RD21a-like "
AOAOT8EVGA 94 5 5 4 50625 50657.95 5.23 RD21-like
PREDICTED: cysteine proteinase RD21a-like :
3(30) AOAO78FVGA 74 3 3 3 50625 50657.95 5.23 RD21-like
PREDICTED: cysteine proteinase RD21a-like :
AOAO78EXHO 71 3 3 3 50452 50484.76 5.3 RD21-like
Senescence-specific cysteine protease SAG12-
4 (25) like 143 8 8 7 38333 3835754 6.99  SAGI12-like
QI9SQH3
PREDICTED: cysteine proteinase RD21a-like .
AOAO78EXHO 68 5 5 4 50452 50484.76 5.3 RD21-like
PREDICTED: cysteine proteinase RD21a-like .
AOAO78FVGA 63 4 4 4 50625 50657.95 5.23 RD21-like
PREDICTED: cysteine proteinase RD21a-like 47 3 3 2 50506 5053907 557 RD21-like
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