Supplementary File 1:

Table 2. The list of novel proteins identified using proteogenomics approach. These
proteins were not present in TAIR proteome database. The detailed information about the
novel identification, its annotation from TAIR webpage and their matched peptides (highlighted in
yellow) were presented following with this table.

Furthermore:

e |f the spectral counts are smaller than 4, the matched spectra were also presented.

o If the novel identification shares with TAIR10 protein entry a group of peptides, then the
matched TAIR10 protein entry were included, and the unique peptide(s) associated with the
novel identification were specified.

o If different set of peptides (from different tissues) were associated with the novel identification,
all sequence matches were listed.

Total Spectrum Count

Genomics Locus Cotyle- Pollen Root
NO. 60RF ID sequence (DNA) TAIR annotation done Rosette Cauline Stem grain Flower Root Silique cells Seeds
1 AtChri@30100671@30103941 AT1G80020.1 Transposable_element_gene 38 25 22 24 72 51 31 46 79 13
2 AtChr3@4967609@4969613 AT3G14800.2 Transposable_element_gene 14 2 9 4 28 29 12 12 19
3 AtChr2@2859228@2863482 AT2G06950.1 Transposable_element_gene 6 5 2 25 21 6 10 1
4  AtChr3@1247686@1249978 AT3G04605.1 Transposable_element_gene 5 1 3 1 14 11 1 23
5 AtChr3@22515146@22515965 AT3G60930.1 Transposable_element_gene 4 1 1 1 9 8 1 2 5 4
6 AtChr5@19854556@19856566 AT5G48965.1 Transposable_element_gene 2 2 8 8 3 3 17
7 AtChr5@7082385@7083282 AT5G20880.1 Transposable_element_gene 3 1 3 2 5 9 2 4 3 1
8 AtChr3@22515868@22516741 AT3G60930.2 Transposable_element_gene 1 1 3 5 3 1 7
9 AtChrl@26346412@26348515 AT1G69950.1 Transposable_element_gene 4 5 4
10 AtChr3@15403874@15404801 AT3G43510.1 Transposable_element_gene 1 5 2
11 AtChr5@13104627@13107087 AT5G34853.1 Transposable_element_gene 2 1 5
12 AtChr5@13103632@13104208 AT5G34853.1 Transposable_element_gene 3 2 5
13  AtChr5@19854197@19854566 AT5G48965.1 Transposable_element_gene 1 2
14 AtChr3@18791524@18795901 AT3G50625.1 Transposable_element_gene 4
15 AtChrd@7689781@7690192@0 AT4G06020.1  Novel_transcribed_region 5 9
16 AtChr5@10277623@10277968 AT5G00495.1  Novel_transcribed_region 4 3
17 AtChrl@10428741@10429146 AT1G29785.1 Antisense_long_noncoding_rna 2 2 1 3 5 1 1
18 AtChr4a@9188288@9188534 AT4G06385.1 Long_noncoding_rna 5 1
19 AtChr3@3253541@3253958 AT3G02345.1 Long noncoding_rna 3
Arabidopsis thaliana drought-
20 AtChr5@26518786@26519188 AT5G66400.1 induced 8 8
21 AtChr2@17714928@17715315 AT2G42560.1 Late embryogenesis abundant 25 4
22 AtChr2@2056255@2056639 AT2G05580.1  Glycine-rich protein family 2
Plant self-incompatibility protein
23 AtChr4@6693384@6693678 AT4G10895.1  S1 family 6 7
24 AtChr5@7534553@7534787 AT5G22650.1 Arabidopsis histone deacetylase 2 5 2 1 1
25 AtChrl@20390129@20390324 AT1G54630.1  Acyl carrier protein 3 2
DNA/RNA polymerases
26 AtChrl@18512092@18512548 AT1G49980.9 superfamily protein 5 5 6
Transcriptional activator
27 AtChr2@15278911@15279358 AT2G36410.1 (DUF662) 1 2 1 3 1

DNA/RNA polymerases
28 AtChr5@21376666@21377527 AT5G52710.1  superfamily protein 7




No.1l. AtChri@30100671@30103941: Transposable_element_gene

AtChr1@30100671@30103941 (100%), 122,861.1 Da

| potential novel

13 exclusive unique peptides, 13 exclusive unique spectra, 38 total spectra, 165/1090 amino acids (15% coverage)
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No.2. AtChr3@4967609@4969613: Transposable_element_gene

AtChr3@4967609@4969613 (100%), 76,551.7 Da

| potential novel

5 exclusive unique peptides, 5 exclusive unique spectra, 19 total spectra, 73/668 amino acids (11% coverage)
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No.3. AtChr2@2859228@2863482: Transposable_element_gene

AtChr2@2859228@2863482 (100%), 158,765.0 Da

| potential novel

5 exclusive unique peptides, 5 exclusive unique spectra, 25 total spectra, 65/1418 amino acids (5% coverage)
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No.4. AtChr3@1247686@1249978: Transposable_element_gene

AtChr3@1247686@1249978 (100%), 86,896.1 Da

| potential novel

5 exclusive unique peptides, 5 exclusive unique spectra, 23 total spectra, 61/764 amino acids (8% coverage)
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mailto:AtChr2@2859228@2863482

AtChr3@1247686@1249978 (100%), 86,896.1 Da

| potential novel

6 exclusive unique peptides, 6 exclusive unique spectra, 11 total spectra, 71/764 amino acids (9% coverage)
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No.5. AtChr3@22515146@22515965: Transposable_element_gene

AtChr3@22515146@22515965 (100%), 30,005.7 Da

| potential novel

4 exclusive unique peptides, 5 exclusive unique spectra, 9 total spectra, 92/273 amino acids (34% coverage)
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No.6. AtChr5@19854556@19856566: Transposable_element_gene

AtChr5@19854556@19856566 (100%), 76,200.0 Da

| potential novel

7 exclusive unique peptides, 7 exclusive unique spectra, 17 total spectra, 86/670 amino acids (13% coverage)
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No. 7 AtChr5@7082385@7083282: Transposable_element_gene

AtChr5@7082385@7083282 (100%), 33,959.3 Da

| potential novel

5 exclusive unique peptides, 5 exclusive unique spectra, 9 total spectra, 63/299 amino acids (21% coverage)
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mailto:AtChr5@19854556@19856566

No. 8. AtChr3@22515868@22516741: Transposable_element_gene

Relative Intensity

Relative Intensity

Relative Intensity

AtChr3@22515868@22516741 (100%), 32,149.4 Da
| potential novel

3 exclusive unique peptides, 3 exclusive unique spectra, 7 total spectra, 50/291 amino acids (17% coverage)
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No. 9. AtChr1@26346412@26348515:; Transposable_element_gene

AtChr1@26346412@26348515 (100%), 81,381.4 Da

| potential nove

2 exclusive unique peptides, 2 exclusive unique spectra, 4 total spectra, 23/701 amino acids (3% coverage)
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AtChr1@26346412@26348515 (100%), 81,381.4 Da

| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 5 total spectra, 20/701 amino acids (3% coverage)
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AtChr1@26346412@26348515 (100%), 81,381.4 Da

| potential novel

3 exclusive unique peptides, 3 exclusive unique spectra, 4 total spectra, 34/701 amino acids (5% coverage)
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No0.10. AtChr3@15403874@15404801: Transposable_element_gene

Relative Intensity

Relative Intensity

Relative Intensity

AtChr3@15403874@15404801 (100%), 35,653.2 Da

| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 28/309 amino acids (9% coverage)
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No. 11. AtChr5@13104627@13107087: Transposable_element_gene

AtChr5@13104627@13107087 (100%), 91,881.4 Da

| potential novel

4 exclusive unique peptides, 4 exclusive unique spectra, 5 total spectra, 66/820 amino acids (8% coverage)
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AtChr5@13104627@13107087 (100%), 91,881.4 Da

| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 37/820 amino acids (5% coverage)
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No. 12. AtChr5@13103632@13104208: Transposable_element_gene

Relative Intensity

Relative Intensity

AtChr5@13103632@13104208 (100%), 21,974.1 Da
| potential novel
2 exclusive unique peptides, 2 exclusive unique spectra, 5 total spectra, 22/192 amino acids (11% coverage)
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No. 13. AtChr3@18791524@18795901: Transposable_element_gene

AtChr5@19854197@19854566 (100%), 13,673.0 Da

| potential novel

1 exclusive unique peptides, 1 exclusive unique spectra, 2 total spectra, 15/123 amino acids (12% coverage)
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No. 14. AtChr3@18791524@18795901: Transposable_element_gene

AtChr3@18791524@18795901 (100%), 164,046.9 Da

| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 4 total spectra, 35/1459 amino acids (2% coverage)
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Relative Intensity

Relative Intensity
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15. AtChrd@7689781@7690192@0: Novel_transcribed region

AtChr4@7689781@7690192@0 (100%), 16,144.3 Da
| potential novel
1 exclusive unique peptides, 1 exclusive unique spectra, 9 total spectra, 41/137 amino acids (30% coverage)
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mailto:AtChr4@7689781@7690192@0

No. 16. AtChr5@10277623@10277968: Novel transcribed _region

Relative Intensity

Relative Intensity

AtChr5@10277623@10277968 (100%), 13,016.9 Da

| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 4 total spectra, 22/115 amino acids (19% coverage)
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100% BOTE2 506.91 miz, 2+, 1,811 81 Da, (Parent Eror: -0.85 ppm)|
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No.17. AtChri@10428741@10429146: Antisense_long_noncoding_rna

AtChr1@10428741@10429146 (100%), 15,336.7 Da
| potential novel
3 exclusive unique peptides, 3 exclusive unique spectra, 3 total spectra, 29/135 amino acids (21% coverage)

ANSRKILTLF PFSLSTQKKR QLSKNTDSTV SMPESSSSFS SLFLLLIIFF
LLLLSPSLSS PESEVHVLDR ELLEIQTNPK PGKTNRKLKC CEMRSRSQCS
AFPRCRWCRS EALDDLCFSK AEALRLPSQV FLCEL
100% 476.72 miz, 27, s—g%z Da, (Parent Error: 0.14 ppm)
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Relative Intensi

Relative Intensi
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No. 18. AtChr4@9188288@9188534: Long_noncoding_rna

AtChrd@9188288@9188534 (100%), 9,087.1 Da
| potential novel
2 exclusive unique peptides, 2 exclusive unique spectra, 5 total spectra, 27/82 amino acids (33% coverage)
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No. 19. AtChr3@3253541@3253958: Long_noncoding_rna

Relative Intensity

Relative Intensity

AtChr3@3253541@3253958 (100%), 16,526.7 Da
| potential novel

2 exclusive unique peptides, 2 exclusive unique spectra, 3 total spectra, 27/139 amino acids (19% coverage)

FKIMNLVFSF LFFIFVLCCV SKEDKCHKNT VAFQNNLFQS
RSDDLGEHFVY KFQDTAYNFS FHDNLLFTTI FKCNLWKGAR
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No. 20. AtChr5@26518786@26519188: Arabidopsis thaliana drought-induced 8

AtChr5@26518786@26519188 (100%), 14,782.2 Da

| potential novel

3 exclusive unique peptides, 3 exclusive unique spectra, 8 total spectra, 29/134 amino acids (22% coverage)
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G T b—E—t Pt v e - B B e o T e e e L« I L G L b K
K L G P A G AP E T DK ———A—iv P e e ke G
80%
=
g 80%] ve y13+2H+1
g 40%
[
b2-H2O b3 Yia-H2O+2H
20%
vo y11
N O R D
0% g B3 | i il | il ‘ l
0 250 500 750 1000 1250 1500
miz
100% 457 23 miz, 2+, 912.45 Da, (Parent Erfor: -0.64 ppm,
........ R e e EUR-SRFRNSESF WP, RN SRS SRS NSRHIFESNP. SRS T T— S ———
K——+— L ———+G—+—P——+G—+—P—— E—i T ! o
80%
=
B 60%’]
&
=
2
= b2-H20
% 40%
[
a2 569.37
20% b2 v¥5
J T 1
¥ |
2 b3
0% il Ll o v2 [ lvaies_ | ] | , ,
o 200 400 600 800
m/z
100% 673 35‘:3; 2+, 1,344.71 Da, (Parent Error: -0.21 ppm)|
AL +—E—"——WL—+A+—F—AF—EF—+—L—+G{ 71— Tt-A K -
K—+A—+—T—+—T—+G+—L—+—E—+—E—+A+—L—+—E—FL —+a—
80%
:E- az y8
1] %1
g 60% b2 b3 y10
=
o
>
k]
s 40% y1
o yae1
ySs y7 yig+1
20%1 ve
y¥3
1 | m2 )Tr bs b7
0% M \L)iy Ll ‘.|ILJl.J Ll IIILIL | ‘||| .J.i..lb‘B‘L”’ W N .
0 250 500 750 1000 1250

m/z



No. 21. AtChr2@17714928@17715315: Late embryogenesis abundant 25

AtChr2@17714928@17715315 (100%), 14,747.1 Da
| potential novel
2 exclusive unique peptides, 2 exclusive unique spectra, 4 total spectra, 27/129 amino acids (21% coverage)

LIVVWWCFVL LKKLCFGFVL REVRKKSNQG LSQEQGETLE KSTG
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No. 22. AtChr2@2056255@2056639: Glycine-rich protein family

AtChr2@2056255@2056639 (100%), 13,590.1 Da
| potential novel
2 exclusive unique peptides, 2 exclusive unique spectra, 2 total spectra, 25/128 amino acids (20% coverage)
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No. 23. AtChr4@6693384@6693678: Plant self-incompatibility protein S1 family

AtChrd4@6693384@6693678 (100%), 10,554.5 Da
| potential novel

3 exclusive unique peptides, 5 exclusive unique spectra, 7 total spectra, 24/98 amino acids (24% coverage)
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AAAVGAVIIG GIGYVVLYSK KKPEASAGDV AKVMSGVGGT PENTRPRN
y6
100% . 458. 26 m/z, 2+, 914.50 Da, (Parent Error: -0.31 ppm
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14+2H
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No. 24. AtChr5@7534553@7534787: Arabidopsis histone deacetylase 2

Peptide (SPNIEQYPFFDRFD) is the novel identification, it is not in AT5G22650.1 from TAIR10
and TAIR11.

AT5G22650.1 (100%), 32,347.6 Da
| Symbols: HD2B, HDT02, HDT2, ATHD2B, HDA4, HD2, ATHD2 | histone deacetylase 2B | chr5:7534120-7536054 FORWARD L
3 exclusive unique peptides, 5 exclusive unique spectra, 52 total spectra, 98/306 amino acids (32% coverage)
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AtChr5@7534553@7534787 (100%), 8,603.8 Da
| potential novel
1 exclusive unique peptides, 1 exclusive unique spectra, 42 total spectra, 70/78 amino acids (90% coverage)

ASLDCTVKSG ESVVLSVTVG GAKLVIGTLS QDKFPQISFD LVFDKEFELS
HSGTKANVHF IGYKSPNIEQ YPFFDRFD
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No. 25. AtChr1@20390129@20390324: Acyl carrier protein 3

Peptide (QAKPETVDKVCAVVR) is the novel identification. It is not present in AT1G54630.1
from TAIR10 and TAIR11.

Relative Intensity

AT1G54630.1 (100%), 14,650.2 Da
| Symbols: ACP3 | acyl carrier protein 3 | chr1:20401642-20402919 REVERSE LENGTH=136
1 exclusive unique peptides, 1 exclusive unique spectra, 36 total spectra, 37/136 amino acids (27% coverage)

MASIATSAST SLQARPRQLYV |IGAKQVKSFS YGSRSNLSFN LRQLPTRLTV
YCAAKPETVD KVCAVVRKQL SLKEADEITA ATKFAALGAD SLDTVEIVMG
LEEEFGIEMA EEKAQSIATV EQAAALIEEL LLEKAK

AtChr1@20390129@20390324 (100%), 7,064.8 Da
| potential novel

1 exclusive unique peptides, 1 exclusive unique spectra, 21 total spectra, 31/65 amino acids (48% coverage)

LGSLIRLGDW LIYISIFLLL CKQAKPETVD KVCAVVRKQL SLKEADEITA
ATKFAALGAD SLDTV
100% Az 56731 miz, 37, 1,608.91 Da, (Parent Emor: -0.73 ppm)
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No. 26. AtChr1@18512092@18512548: DNA/RNA polymerases superfamily protein

AtChr1@18512092@18512548 (85%), 16,579.7 Da
| potential nove

1 exclusive unique peptides, 1 exclusive unique spectra, 6 total spectra, 9/152 amino acids (6% coverage)
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LGPFFRVTGK NADTGGEVGR AEGVVRPWFG RGLVLHLDTI RLTKETVAMD

KSVLGVGLYY GAVAIRHGYD CGCRTAQLLA Il YDSDLYHSK VWSLSLHNSFY
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No. 27. AtChr2@15278911@15279358: Transcriptional activator (DUF662)

Peptide (STEDSSSCFGLR) is the novel identification. It is not present in AT2G36410.1 from

TAIR10 or TAIR11.

AT2G36410.1 (100%), 22,347.1 Da

| Symbols: | Family of unknown function (DUF662) | chr2:15279041-15280270 FORWARD LENGTH=195
2 exclusive unique peptides, 2 exclusive unique spectra, 10 total spectra, 55/195 amino acids (28% coverage)
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AtChr2@15278911@15279358 (100%), 16,765.7 Da
| potential nove
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1 exclusive unique peptides, 1 exclusive unique spectra, 4 total spectra, 25/149 amino acids (17% coverage)
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Relative Intensity

100% 573.20 miz, 2+, |% Da. (Parent Error; 2.1 ppm
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| Copper transport protein family | chr5:21375753-21377841 FORWARD LENGTH=423
5 exclusive unique peptides, 5 exclusive unique spectra, 13 total spectra, 131/423 amino acids (31% coverage)

AT5G52710.1 (100%), 48,127.5 Da

Peptide (IDPLIIQGLDGK) is the novel identification. It is not present in AT5G52710.1 from
| Symbols:

No. 28. AtChr5@21376666@21377527: DNA/RNA polymerases superfamily protein
TAIR10 or TAIR11.
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1 exclusive unique peptides, 1 exclusive unique spectra, 15 total spectra, 56/287 amino acids (20% coverage)

AtChr5@21376666@21377527 (100%), 32,697.2 Da

| potential novel

—C>0a
¥ZXNXZ
>—2uLaga
ITO0O<Ww
¥xOzOF
Oroxo
> NYD>Z
oOx>g=z
Xdaow
~TOg+

cwocgo
FO<ZO
¥>TOZ
SLILO
>00=nn
LwWwoOZorw
X>»>0<C<
Z=—WbL>_
—Zzn20 —
WY JMZ+

O oL Z2 1
OxzZzaQzO0O
¥xnwdx >
>a0Z2Z2W>
¥XOxOXuw
S X >
00X <4
LOC>I 4
OaCWwww
ZXOIXX

wwnzo0—
—0uwLxY0Ox
WOo XY
><OXO+
DWIWwg-—
FONC<O—0
>COWd=>
Sx¥uuzZJdw
N ado >
S0 a<L0O—

JwSL=-g
SJWowr>
Jwoea>
A>>0<ad<w
JOAOLXTIT>
e d: e |
OO0 g=Zzx
OTo0o W=z
zZZIx0ox—
— YL X0

64|87 miz, 2+, 1,280.73 Da, (Parent Eror. 1.0 ppm)
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