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Hello,

more complex experiment.

Thanks,
PSR Lab Member

Here’s a brief description of your results. There's usually a total number of proteins and an FDR written here. We'll also include a brief description of the results as they relate to
any particular questions you may have been hoping to answer with your experiment, if applicable. You can respond to this e-mail or set up a meeting with us if you'd like to
discuss the results in more detail. A bill with a summary of the work we did for you will usually follow in 1-2 business days. There may also be more results files if you are doing a

| » 1

4




Your initial results
file will look
something like the
picture on the
right.

This can be a little
overwhelming at
first, as there is a
lot of information.
So lets break down
what each of these
columns are.

B3 Microsoft Excel - PROB42_ protein_summary_5.xls

@_] Eile Edit “iew Insert Format Tools Data  Window  Stanford Tools  Help Type a que:
EIR NN BENEE WA W e e AR IR N e A TNl L gimia\ <10 2| B I B8 % 5 %p %
R e | M| |3 By g e o i
I - 5
E | ¢ [ D | E | F [ 6 | H il [k ] L W N g | P o
1781 Total Total Unigue Unigue C
Counta~ |Access[~|Link__ [~]Filter [=]Coverag~|Seqlen[~ My [+ |Description [~ [Counts =] UniqueT ~ | UnigFra[~ |PROB4]~ |PROB4] = |PROB4I~|PROBAT~ |F
1 UBAG_HUIUBAS_HUMAN 8.2 1052 117571 Ubiguitin-like modifier-activating enzyme 6 OS=Homo sa g g il 5 3 5 3
1/ESYT2_HUESYT2_HUMAN 9.1 921 102358 Extended synaptotagmin-2 OS5=Homo sapiens GN=ESY 16 1B 1 g o 2 7
1/ILVBL_HU ILVBL_HUMAN 286 B32 BE786Y Acetolactate synthase-like protein OS=Homao sapiens G 24 24 1 14 10 14 10
1 NBAS_HU NBAS_HURAN 1.1 2371 268572 Meuroblastoma-amplified sequence O3=Homo sapiens G 3 3 gt i 2 1 2
1 POTEF_HIPOTEF_HUMAN 79 1075 121446 POTE ankyrin domain family member F OS=Homo sapie 176 7 0.04 i} 20 4 3
1 TBAL3_HUTBALI _HUMAMN 10.3 445 49910 Tubulin alpha chain-like 3 OS=Homo sapiens GN=TUBA 37 2 0.054 18 19 1 1
1/SMHD1_H SMHD1 _HURAN 1.4 2005 226375 Structural maintenance of chromosomes flexible hinge di 2 2 1 0 2 o] 2
1/ TPM3L_HUTPMIL HUMAN 15.2 223 26270 Putative tropomyosin alpha-3 chain-like protein 0S=Hom 14 B 0.429 7 il 3 3
1 TWSLI_HUTMSLS HUNMAN 96.5 44 5064 Thyrosin beta-4-like protein 3 OS=Homo sapiens GN=T a6 56 i 25 3 25 31
1 RUKGL_HIRUXGL_HURAN 25 7B G545 Small nuclear ribonucleoprotein G-like protein O5=Homo 4 4 1 2 2 2 %
1 ADAS_HUADAS_HURMAN 5.5 555 72913 Alkyldihydroxyacetonephosphate synthase, peroxisomal 4 4 1 2, 2 2 2
1/D0%39_HUDDX38_HUMAM 2649 427 49131 ATP-dependent RNA helicase DDX39 OS=Homao sapiens 23 2 0.087 10 13 0 %
1/ PO _HU PDLIT_HUMAN 30.4 329 36073 PDZ and LIM domain protein 1 0S=Homo sapiens GM=F 19 18 1 8 11 8 1"
1MYO1C_HMYO1C_HUMAN 417 1063 121725 Myosin-lc OS=Homao sapiens GN=MYO1C PE=1 5v=3 192 192 i) 96 96 95 95
1/ SNP23_HLSMP23_HUNMAN 20.4 211 23355 Synaptosomal-associated protein 23 O5=Homo sapiens 7 7 1 3 4 3 4
1 AIP_HUMAAIP_HURAN 13.6 330 37637 AH receptor-interacting protein OS=Horo sapiens Gh=£ 4 4 1 1 3 1 3
1/ST¥B3_HU STXE3_HUMAN 106 292 B77B5 Syntaxin-binding protein 3 OS=Homo sapiens GN=STXB ) 5 1 1 4 1 4
1/NDUSE_HINDUSS_HUMAN 238 210 23706 MADH dehydrogenase [ubiguinone] iron-sulfur protein 8, 1 13 13 1 7 B 5 B
1 P30T _HUPSD11_HUNMAN 351 422 47465 265 proteasome non-ATPase regulatory subunit 11 03= 21 21 1 10 1 10 1
1 PSD12_HLPSD1Z_HUMAN 8.1 458 52905 265 proteasome non-ATPase regulatory subunit 12 05= 5 5 1 3 2 3 z
1 PGRCI_H PGRCT_HUNMAN 19 195 21672 Membrane-associated progesterone receptar cormponent 12 12 1 5 T 5 7
1/CUCT_HU CLICT_HUMAN B35 241 26924 Chloride intracellular channel protein 1 0S=Homo sapien BB BB 1 30 36 30 36
1 EIF3F_HU EIF3F_HUMAN 21 387 37565 Eukaryotic translation initiation factor 3 subunit F O5=Hz 13 13 1 4] g 5 g
10 1 ODPE_HU ODP_HURMAN 6.8 a0t 54123 Pyruvate dehydrogenase protein X cornponent, mitochon 3 3 1 2 1 2 1
111 1/IPOS_HUN IPOS_HURMAN 135 1097 123631 Importin-5 OS=Homo sapiens GN=IPO5 PE=1 SY=4 20 .| 1 7 13 7 13
|112| 1/EMALT_HIEMALT_HUMAN 228 815 89862 Echinoderm microtubule-associated protein-like 1 05=H 28 28 1 10 18 10 18
113 1/ HMGN4 HHMGNA HURMARN 244 a0 9540 High mobility group nucleosome-binding domain-containi 9 9 1 3 B & 5]
|114] 1 PSDE_HU PSDE_HUMAN 242 310 578 265 proteasome non-ATPase regulatory subunit 14 03= T 7 1 3 4 3 4
1115 1 NOPSE_HINOPSE_HUMAN 9.1 594 BE051 Muclealar protein 56 OS=Homo sapiens GN=NOPSE PE: g 3 1 4 4 4 4
|16 1/ DOX3X_HL DDX3X_HUMAN 77 BE2 73244 ATP-dependent RNA helicase DDX3X O5=Homo sapiens 13 B 0.462 B 7 2 4
17 1 PODXEL_HLPODXEL_HUMAM 1.8 558 58636 Podocalyxin OS=Homo sapiens GN=FOD:L PE=1 SV=! g 3 1 2 B 7 5
118 1A _HUR A4 HURAN 15.7 521 578688 Impartin subunit alpha-4 03=Homo sapiens GN=KPMNA4 4 4 1 1 3 1 3
119 1 POxK_HUIPDXK_HUMAMN 324 32 35103 Pyridoxal kinase 05=Homa sapiens GH=PDXK PE=1 &' 13 13 1 7 B 7 5
120 1/ HSPBE_HIHSPBE_HUMAN 4.4 160 17137 Heat shock protein betaB OS=Hormo sapiens GN=HSPE 30 30 1 11 19 i 19
121 1 ACPM_HUACPRM_HUMAN 15.4 156 17418 Acyl carrier protein, mitochondrial OS=Homao sapiens G 8 8 1 4 4 4 4
1122| 1 COPE_HU COPE_HUMAN 1 308 34483 Coatomer subunit epsilon 05=Homo sapiens GN=COPE 3 3 1 1 2 1 %
1123| 1 AP3D1_HUAP3DT_HUMAN 21 1183 1301589 AP-3 complex subunit delta-1 OS=Homo sapiens GN=A 4 4 1 2 2 2 2
124 1 ABLMI_HIABLM1_HUMAN 8.9 778 87683 Actin-binding LIM protein 1 OS=Homao sapiens GN=ABLI 9 G i) 4 5 4 5
126, 1/ ADA10_HUADAID_HUMAN B.7 748 84143 Disintegrin and metalloproteinase domain-containing prot 2 2 1 0 2 u] 3
1126 1 ANMS_HU ANKS HURAN 4.9 637 72685 Protein arginine N-methyltransferase 5 O5=Homo sapier 4 4 1 1 3 1 3
|127] 1/ NHRF1_HIMHRF1_HUMAN 346 368 38069 Ma(+/H(+) exchange regulatory cofactor NHE-RF1 O3=t an a0 1 15 14 15 18
128 1 H17BE_HUH17BE_HUMAN 19.9 37 35067 17-beta-hydroxysteroid dehydrogenase type B OS=Haomc 10 10 1 7 3 i 3
129 1 TPP1_HURTPP1_HUMAN 147 563 E1249 Tripeptidyl-peptidase 1 0S=Homo sapiens GN=TFP1 PE 21 21 1 8 13 8 13
1130 1 TNPOZ_HITNPOZ HUMAN a2 897 101389 Transportin-2 O5=Homo sapiens GN=THNFO2 PE=1 Sv= 5 fat 0.333 ) 4 2 3
1131] 1 PSAT_HUIPSAT _HUMAN 26.2 248 27888 Proteasome subunit alpha type-7 O3=Homo sapiens G 18 18 1 g 10 g 10
132 1/0PLA_HU OPLA_HURMAN 5 1288 137458 S-oxoprolinase OS=Homo sapiens GN=0PLAH PE=1 S+ 9 G, 1 3 B = 6| =8
4 4 » M}\PROB4Z_protein_summary_5 / < >
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B3 Microsoft Excel - PROB42_protein_summary_5.xls
iH] Fle Edit Wew Insert Format Jooks Daba Window  Stanford Tools  Help

Type a question for help =

NGRS S VE RSB (8 = -8 R M s - f el 20 B 7 UIEEEE]S % 8505
EIE et st P I B | | (& ) g1 | 9 Rephy with Changss... yis.
D1 - =
A | B [ ¢ D E | F [ &6 | H ] 1
| 1] 1901

2 |ProtGroy=)Counter [-]Accessiqz] Link =] Filter  [z]Coverag[~]SeqLengy]MW ] Description =
27 | 12.01 1 K1C9_HUIK1C9_HUlredundant 183 623 62065 Keratin, type | cytoskeletal 9 OS=Homo sapiens GN=KR
28 | 13 1 CONT_07: contaminal 85 400 44093 keratin 19, type |, cytoskeletal [Homo sapiens].
| 29 | 13.01 1 K1C19_HLK1C19_Hlredundant 85 400 44093 Keratin, type | cytoskeletal 19 OS=Homo sapiens GN=KI|
30| 14 1 CONT_07¢ contaminai 68.4 430 48059 KERATIN, TYPE | CYTOSKELETAL 18 (CYTOKERATI
| 31 14.01 1 CONT_07! reclundant 69.3 424 47335 keratin 18, cytoskeletal (fragment) [Homo sapiens].
132 1 K1C18_HLK1C18_Hlredundant 68.4 430 48059 Keratin, type | cytoskeletal 18 OS=Homo sapiens GN=K|

2 1 CONT_08: contaminal 575 489 53709 (M13955) type || mesothelial keratin K7 [Homo sapiens].
3 1 CONT_12 recundant 59.9 469 51336 KERATIN, TYPE Il CYTOSKELETAL 7 (CYTOKERATII
3 1 CONT_14 redundant 59.8 469 51366 keratin K7, type 11, epithelial, 55K [Homo sapiens].
| 36 | 1 CONT_14 redundant 57.5 489 53808 keratin, 55K type Il cytoskeletal (fragment) [Homo sapier
| 37 | 1 CONT_08: contaminal 19.7 644 66019 KERATIN, TYPE Il CYTOSKELETAL 1 (CYTOKERATII
38 ﬂ 16.01 1 K2C1_HUIK2C1_HUlredundant 18.7 644 66040 Keratin, type 1l cytoskeletal 1 OS=Homeo sapiens GN=KF
) 17 1 CONT_10: contaminal 714 483 53705 Keratin 8 - human [Homo sapiens].

0 17.01 1 K2C8_HUIK2C8_HUlredundant 714 483 53705 Keratin, type 1l cytoskeletal 8 OS=Homo sapiens GN=KF
41 18 1 CONT_10: contaminai 34 412 46675 KERATIN, TYPE | MICROFIBRILLAR 48 KD, COMPOM
142 | 18.01 1 CONT_13: redundant 34 412 46675 keratin, 48K type | microfibrillar, component 8c-1 [Ovis ai
43 | 19 1 CONT_14: contaminal 171 643 65495 keratin, 67K type Il cytoskeletal [Homo sapiens].

44 | 20 1 CONT_17 contaminal 34 50 5720 cytokeratin 19 (fragment) [Homo sapiens].
45 | 21 1 REV_ABN ‘reversed 4 1359 155178 REVERSED.
46 | 22 1 REV_O14 reversed 4 i 86193 REVERSED.
47 | 23 1 REV_O15 reversed 53 936 104757 REVERSED.
48 | 24 1 REV_O75 reversed 4.5 1048 115273 REVERSED.
149 | 25 1 REV_O75 reversed 1.4 4640 510085 REVERSED.
50 26 1 REV_P11! ‘reversed 0.8 3685 426693 REVERSED.
51 | 27 1 REV_P19i reversed 3.5 917 102487 REVERSED.
| 52 | 28 1 REV_P20! reversed 1.7 1838 183561 REVERSED.
53 29 1 REV_P26! rreversed 15 1616 183166 REVERSED.
54 | 30 1 REV_P42! reversed 4.6 657 72699 REVERSED.
55 | 3 1 REV_Q12 reversed 5.8 914 100608 REVERSED.
56 32 1 REV_Q14 3.7 858 95879 REVERSED.

\4—7 [ \PRDEQZA _prDtein_sumn:lar;_?/l
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B3 Microsoft Excel - PROB42_protein_summary_5.xIs

(] Fle  Edt View Insert  Formab  Tools  Data  Window arford Tools  Help Typeaquestionforhelp = - 8 X

RN NN BNl N N R ) B = AL AL g e o [ e % v b SBIEE @S- A E
i [ o B R R N | | 1 Hy g | Eply with Changss... End Review.. !
D1 - # K
A | Bl lileC D E | F | G | H |

| <( 1901 ) ‘ |

2 ProtGroys) cessiq= Link [=|Filter  [z]Coverag[z]SeqlLengz| MW [=]Description B
| 27 | 12.01 1 K1C9_HUIK1C9_HUIredundant 19.3 623 62065 Keratin, type | cytoskeletal 9 OS=Homo sapiens GN=KR
| 28 13 1 CONT_07: contaminai 85 400 44093 keratin 19, type |, cytoskeletal [Homo sapiens].
129 | 13.01 1 K1C19_HUK1C19_Hlredundant 85 400 44093 Keratin, type | cytoskeletal 19 OS=Homo sapiens GN=KI|
130 14 1 CONT_07! ‘contaminal 68.4 430 48059 KERATIN, TYPE | CYTOSKELETAL 18 (CYTOKERAT
|31 14.01 1 CONT_07 redundant 69.3 424 47335 keratin 18, cytoskeletal (fragment) [Homo sapiens].
| 32| 14.02 1 K1C18_HULK1C18_Hlredundant 68.4 430 48059 Keratin, type | cytoskeletal 18 OS=Homo sapiens GN=K]|
| 33 15 1 CONT_08 contaminal 57.5 489 53709 (M13955) type 1l mesothelial keratin K7 [Homo sapiens].
| 34 15.01 1 CONT_12 redundant 59.9 469 51336 KERATIN, TYPE Il CYTOSKELETAL 7 (CYTOKERATII
| 35 15.02 1 CONT_14i redundant 59.9 469 51366 keratin K7, type Il, epithelial, 55K [Homo sapiens].
| 36 15.03 1 CONT_14 redundant 57.5 489 53808 keratin, 55K type Il cytoskeletal (fragment) [Homo sapier
| 37 16 1 CONT_08 |contaminal 187 644 66019 KERATIN, TYPE Il CYTOSKELETAL 1 (CYTOKERATII
| 38 16.01 1 K2C1_HUIK2C1_HUIredundant 19.7 644 66040 Keratin, type Il cytoskeletal 1 OS=Homo sapiens GN=KF
|39 | 17 1 CONT_10 contaminal 714 483 53705 Keratin 8 - human [Homo sapiens].
| 40 | 17.01 1 K2C8_HUIK2C8_HUlredundant 714 483 53705 Keratin, type Il cytoskeletal 8 OS=Homo sapiens GN=KF
| 41 18 1 CONT_10i contaminal 34 412 46675 KERATIN, TYPE | MICROFIBRILLAR 48 KD, COMPOR
| 42 18.01 1 CONT_13! redundant 34 412 46675 keratin, 48K type | microfibrillar, component 8c-1 [Ovis al
|43 19 1 CONT_14 contaminai 171 643 65495 keratin, 67K type Il cytoskeletal [Homo sapiens].
44 20 1 CONT_17 contaminai 34 50 5720 cytokeratin 19 (fragment) [Homo sapiens].
| 45 21 1 REV_AGBN reversed | 4 1359/ 155178 REVERSED.
| 46 22 1 REV_O14 reversed | 4 777 86193 REVERSED.
| 47 | 23 1 REV_O15 reversed 53 936 104757 REVERSED.
| 48 | 24 1 REV_O75 reversed 45 1048 115273 REVERSED.
| 49 25 1/ REV_0Q75 reversed 14 4640 510085 REVERSED.
| 50 26 1 REV_P11! reversed 08 3685 426693 REVERSED.
| 51 27 1 REV_P19! reversed 35 917 102487 REVERSED.
| 52 28 1 REV_P20! reversed 1.7 1838 183561 REVERSED.
|53 28 1 REV_P26! reversed | 1.5 1616/ 183166 REVERSED.
| 54 30 1 REV_P42i reversed | 4.6 657 72699 REVERSED.
| 55 | 31 1 REV_Q12 reversed 538 914 100608 REVERSED.

56 32 1 REV_Q14 reversed 3.7 858 95879 REVERSED.
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First step is to freeze the panes with
the 2nd row selected. This way the
header rows are visible when you
scroll

Next choose to auto-filter with the
top row selected. This will allow you
to filter individual columns

Adding border lines can also aid
readability
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A simple filter would
be anything equal to
or greater than one.
This will highlight
samples a peptide
IS present in

You can also set
additional filters at
different numbers

of counts to see
abundance differences



Finally save the file in an excel format to preserve the formatting changes.

At this point you should be able to select your proteins of interest from
the dropdown menu in column B and inspect peptides belonging to each

protein. The column A group numbers are the same as in the protein summary
File and can also be used to find the proteins of interest.

Modifications are marked in the sequence with symbols such as &, # or *.

If you are expecting modified peptides in your sample, a key to which
modifications are which symbol should be included in the initial e-mail.
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