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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
Spectrum 38
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
Spectrum 39



y₁-H₂O
116.0342

y₁
134.0448

a₂
215.139

y₂-H₂O
231.0612

y₂
249.0717

y₃
362.1558 b₃

380.1928 b₄
517.2518

b₈²⁺
533.2473

b₉²⁺
576.7634

b₁₁²⁺
640.7926

b₅
654.3107

b₁₂²⁺
676.3112

b₇
928.4285

b₈
1065.487

b₁₃
1465.658

b₁₄
1580.685

b₁₅
1709.728

b₁₆
1823.771

0
5
0

1
0
0

0
1

2

[1e4]

200 400 600 800 1000 1200 1400 1600 1800

Raw file Scan Method Score m/z
VOT16-1542 2156 FTMS; HCD 73.14 605.76

- L E

a₂
H

b₃
H

b₄
H

b₅
H H

b₇
H

b₈
S

b₉²⁺
G A

b₁₁²⁺
A

b₁₂²⁺
N

b₁₃
D

b₁₄
E

b₁₅
N

b₁₆
Y

A L

y₃

D

y₂

D

y₁

-

Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
Spectrum 42



y₁-NH₃
158.0924

y₁
175.119

a₂
215.139

b₂
243.1339

y₂-NH₃
257.1608

y₂
274.1874

b₃-H₂O
362.1823

b₃
380.1928

y₃-NH₃
388.2013

y₃
405.2279

b₇²⁺
464.7179

y₄-NH₃
485.2541

y₄
502.2806

b₄
517.2518

b₅
654.3107

y₆
674.329

y₇
787.4131

b₆
791.3696

y₈
858.4502

y₁₅²⁺
905.4268

b₇
928.4285

y₉
995.5091

b₈
1065.487

b₉
1136.525

b₁₂
1421.657

0
5
0

1
0
0

0
2

4

[1e4]

200 400 600 800 1000 1200 1400 1600

Raw file Scan Method Score m/z
VOT16-1542 2228 FTMS; HCD 95.82 481.74

- L E

y₁₅²⁺

b₂
H

b₃
H

b₄
H

b₅
H

b₆
H

b₇
H

y₉

b₈
A

y₈

b₉
L

y₇

G

y₆

D

b₁₂
P

y₄

M

y₃

V

y₂

R

y₁

-

Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
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Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
Spectrum 46



y₁
179.0485

y₂
250.0856

b₃
380.1928 b₄

517.2518

b₈²⁺
533.2473

b₉²⁺
576.7634

b₅
654.3107

b₆
791.3696

b₁₃²⁺
803.3822

b₇
928.4285 b₈

1065.487

b₁₀
1209.541

b₁₁
1322.625

y₁₃
1638.713

0
5
0

1
0
0

0
0
.5

1

[1e4]

200 400 600 800 1000 1200 1400 1600 1800

Raw file Scan Method Score m/z
VOT16-1542 3956 FTMS; HCD 47.04 673.64

- L E H

b₃
H

y₁₃

b₄
H

b₅
H

b₆
H

b₇
H

b₈
S

b₉²⁺
G

b₁₀
I

b₁₁
P W

b₁₃²⁺
Y A

y₂

C

y₁

-

Figure 2 – Supplement File 1
Peptides detected through mass spectrometry
Strain: GRO.DD
Plasmid: [UAG-GFP]
Spectrum 47


