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The Mascot search engine creates one CSV
report file for each experiment replicate,
\ ) R containing the protein identifications along with

J, K their corresponding emPAIl quantitation values.
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S2P Is used to process the Mascot CSV reports, allowing users
mas mas WS R ®
_____ to normalize the emPAl quantification values, and creating the
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[ER renlcates | B resleotes oy provom | B condtions e three different visualizations shown bellow.
s
Sample | Replicat | Protein | Quantification | Normalized quantification | Protein mass [ s \_ /
, , , /
Ecoli_ 250ng 1 1 Thiol peroxidase
- - /
Ecoli_250ng_1 1 Aspartate-semialdehyde... 133
Ecoli_250ng_1 1 Phosphoglycerate kinase
Ecoli_250ng_1 1 MNADP-specific glutamat... / \
Ecnli_ESDng_l 1 UncharzcteriZSd protein 05 BH Replicates | B Replicates (by protein) | B8 conditions
Ecn:?_ESGng_l 1 Alkeyl hbj,fdmperlo}{ide r.ed... E [mean normalized PQ] (#2) | E [std normalized FQ] (#2) |E [rsd normalized PQ] (#2) | E [mean mass 1 (#2) |E [std mass] (#2) |E [POP] (#2) |#1ws. #2 [pv. 4| #1lvs #2[gwall B
Eigl:i:g:g_i 1 igsarl'ﬁt;tse'a;”r:m%rt?ﬁ;? o 1.64e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 111 0.0010098079... 0.30698162682... |4
Ecnli_ESDng_l 1 Elﬂpﬂ ation factor G 3.03e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.0097605503... 0.43345696923... >
Ecnli_ESCIng_l 1 Serir?e hvdrosvmet hvltra 173 4,32e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0122695983... 0.43345696923...
Em“—zmng—l ! : Stem;’s nﬁaseﬁ 8.21e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.0162320782... 0.43345696923..,
Ecali_ESDng_l 1 M:,fetal bir'ld:;fr'l rotein vo 1ea 5.32e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0185041462... 0.43345696923...
Em“‘zmng‘l 0 — aggz Yo S O Wa re 1.69e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 11 0.0262668767... 0.43345696923...
Ecnli_ESCIng_l 1 Malate de: drogenase 1.03e-02 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0281445951... 0.43345696923...
Ecnli_25Dng_l 1 Malate dehydmgenase * 5.48e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0292695263... 0.43345696923..,
Ecali_ESDng_l 1 Transa |dD|aySE Elg 5.19e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0296239302... 0.43345696923...
Ecnli_ESDng_l 1 Bifunctional aspartoking 067 5.27e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.0347545117... 0.43345696923...
Ecnli_ESCIng_l 1 Trigger factor P 1.34e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.051020759333... 0.43345696923...
= 9- g9 1.98e-02 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.054432416802,.. 0.43345596923..,
Ecoli_ 250ng_1 1 Pyruvate dehydrogenas... 104 .
Ecoli 250nq 1 1 6-ohosphoaluconate de 143 1.12e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.05511848018... 0.43345696923...
Em“-zmng-l . 5aps ribsznal S ) 1.34e03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 111 0.05561567996... 0.43345696923...
ECO|i_25Dﬁg_l 1 Leufllepval bmd?ﬂ rotein 1o4 2.25e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.05807185340... 0.43345696923...
Ecoli_25Dng_1 1 5 gp 2.46e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.06356996422,,, 0.43345696923..,
= g 2.16e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.06858225973... 0.43345696923...
Ecoli 250ng 1 1 Aspartate carbamoyltra... 175
: 1.12e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.07199004907... 0.43345696923...
Ecoli_250ng_1 1 Aldehyde-alcohol dehyd... 0.87
i : 1.12e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.07316848425,., 0.43345696923...
Ecoli_250ng 1 1 Adenylosuccinate synth... 110 .
Ecoli 250ng 1 1 305 ribosomal protein 51 1.80e-02 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.07425501607... 0.43345696923..,
Ecoli_25Dng_1 1 505 ribosomal prDtEir‘l L9 3.24e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.07567252462,., 0.43345696923...
Ecali_ESDng_l 1 High-affinit zmsu take 106 3.03e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.07738552126,.. 0.43345696923...
Em“-zmng-l ! Mgp . ntha‘*‘;e Subsmt . 5.01e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 11 0.08440160388... 0.43345696923...
Ecoli_25Dng_1 1 Cha :rone rotein dr‘lallf-i“ 2.564e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0,08544458125,.. 0.43345598923..,
- 9- P P ’ 65.09e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.0B696727958,., 0.43345696923...
- 1.17e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.08720146591... 0.43345696923...
- = 7.26e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.09136695485,., 0.43345696923...
——————— 4,37e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0,09252307883... 0.43345896923..,
,’ 2.16e-04 0.00e+00 0.00e+00 0.00e+00 0.00e+00 1/1 0.09431727425,.. 0.43345696923...
/ ‘ \ 2.55e-03 0.00e+00 0.00e+00 0.00e+00 0.00e+00 171 0.09703991106... 0.43345696923... h"
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Repl le: | h .
eplicates table: a table with one row .
S o
S
by each single protein quantitation In . N
. . EEH Replicates | EEH Replicates (by protein) [ B conditions ‘ \
l
the WhOIe data.set- Th IS IS the raW Protein |Ecoli_250ng_1 1 |Ecoli_250ng_1 1 [Normalized] |Ecoli_250ng_1 2 |Ecoli_250ng_1 2 [Normalized] |Ecoli_250ng_1 3 3 / \
. g . FKBP-type 22 kDa peptidyl-prolyl cistrans isomerase 1.70e-01 1.80e-04 1.70e-01 1.80e-04 1.70e-01 &
g uantification data arranged as a ABC transporter arginine-binding protein 1 2.902-01 3.07¢.04 2s0e0 )
Bifunctional protein folD C d 't' t bI . t bI h
bl Thioredoxin-1 7.40e-01 7.84e-04 7.40e-01 7.84e-04 7.40e-01 On I IonS a e . a a e W ere
ta e . Thioredoxin reductase 1.10e-01 1.17e-04 . -
Aminoacyl-histidine dipeptidase 2.20e-01 2.33e-04 1.40e-01 1.48e-04 1.40e-01 Xp rl m nt I nd |t| n n b
K / Cold-shock DEAD box protein & 5.00e-02 5.30e-05 e e e a' CO O S Ca e
Glutamate--cysteine ligase 6.00e-02 5.36e-05 . . o o . .
Aiboze-phosphate pyraphosphokinase compared by protein identification using
Pyridoxine/pyridoxamine 5~-phosphate oxidase 1.40e-01 1.48e-04 1.40e-01 1.48e-04 1.40e-01
Uncharacterized protein yheM 8.00e-02 8.48e-05 th t't t- I I th 1 t bI th
Bifunctional purine biosynthesis protein purH 2.00e-01 2.12e-04 5.30e-01 5.62e-04 2.00e-01 e q ua-n I a IO n Va- ueS " n IS a- e ) e
Uncharacterized protein yjglL .
Uncharacterized protein ygbF t_t t r It f th m p rl n b tW n
-»* o | Stationary-phase-nduced ribosome-associated protein 7.90e-01 8.37e-04 7.90e-01 8.37e-04 7.90e-01 eS esu S O e CO a' SO e ee
s . . .
P Asparagine synthetase B [glutamine-hydrolyzing] 6.00e-02 6.36e-05 6.00e-02 5.36e-05 5.00e-02 . . L
¢ Beta-galactosidase 3.00e:02 318005 each pair or experimental conditions are
I/ Succinyl-Co& ligase [ADP-forming] subunit alpha 2.60e-01 2.75e-04 2.60e-01 2.75e-04 2.60e-01
Thiol peroxidase 5,60e+00 5.93e-03 5.60e+00 5,93e-03 8.63e+00 d d " d t d t t d -I'-f "
! P S proviaea in oraer to aetect aifrerences In
II Inner membrane protein yeal 7.00e-02 7.42e-05 . .
4 N\ Outer membrane protein A 7.50e-01 7.95e-04 9,30e-01 9,85e-04 1.12e+00 th g q t t t I
/I T ketolase 1 5.50e-01 5.83e-04 5.50e-01 5.83e-04 G, 30e-01 e avera e uan I a Ion Va ueS -
Replicates (by protein) table: a table ‘
p y p . /7 UPFO0S2 membrane protein yajC 3.20e-01 3.38e-04 \\ /
. _- ¢ 2 1.52e+00 1.61e-03 1.24e4+00 1.31e-03 1.24e+00
Where rephcates can be com pared by ¢+ - Dihydrodipicolinate synthase 2,508-01 2.656-04 3.90e-01 4.136-04 2.508-01
MethionyltRNA synthetase 1.50e-01 1.59e-04 2.00e-01 2.12e-04 5.00e-02
= = ol o - Isochorismate synthase entC 5.30e-01 5.68e-04 5.00e-01 5.30e-04 5.00e-01
prOteln |dent|flcat|0n 5 2.30e-01 2.44e-04 1.10e-01 1.17e-04 2.30e-01
T o o g o e
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