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Introduction MS-Viewer Published Dataset Browser

The abillity to share results and make annotated spectra available is important to many
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In addition, any results format that contains columns including peptide sequence with
modifications; charge state; spectrum identifier such as scan number; and corresponding
peak list file name, can be imported with minimal editing.

Results Filterinc Support for Multiple Crosslinker Data

Very large datasets, with a lot of redundant identifications, are often produced using the latest

| 3 | 5 | 8 | o [11 | 12 |14 15 [[16 |17 | 18 | 19 | 33 | 36
Instruments. These results can be automatically filtered during upload to MS-Viewer to only [pom [ | ____Crosslinked Peptide___ | Fraction | RT |Score|Score Diff|Sc 1] Exp 1 |Rk 1]Sc 2| Exp 2 |Rk 2 [Protein Name |Protein Name | > N y 5 | 6 7 [ s [ s | 10 | 1
: : ) . : ] ) - 0.5 ||(GIn->Dyro-GIu)L SYGYDEK(+DeHLNL)STGISVPGPM(Oxidation)GPSGRRI[L - oo Il Tf o o la.0e. s6lnse R R _ — _ _
retain the most confident identification of a given peptlde SpeclesS. An example (from a > D oot M o onoee sl s il M o O il i ol - |PrEVM|. AL ext An Hodflcatlons |Precu,r5mm Precursor Charge |_S?Eﬂmm um Peaks |PEpt'.dE Type . T | T
. . . . . . 5 36 |2 -Sll‘lt::jf--.I'-:T-:SIIT.II;I_.FS;{-’?‘I'E.:I-EI-_IH:FLI- N -_-%FT-E._I-;I:f%;rk-:(-:=glj;t|-:-|w--5F--5-5F-R £20161009.05 |53 733|778 |os.7 c11l3e1ile  |ozlsses ls lcoiat co1A2 [ |AAAAQDEITGDGTTTVVCLVGELLR |[Q |carbamidomethyl@18 l1280.6498 |2 27 l47 [Tryptic [3/FTMsS,3,0/1TMS, 1,0/it,6,0 | [1/YDR188W
MaXQuant data Set) can viewed by entel‘lng the key kjfmgz4|Wf Into MS-Viewer-. QFDARCDLKNLIGEGRGRMIOASU0nICLINOXIASNaICER. [ laaanoDEITGDGTTTVVCLVGELLR |[Q [carbamidomethyl@18s 854.1023 E 28 |48 [Tryptic [3/FTMs,8,0/1TMS, 1,0/it,4,0 |[1/YDR188W
: _— . s : : : -8.0 EFSDIIJEL|'[]L5|'5'5L5‘F€F[,[;EL|_1L:||;LH‘STLE['I11FIS_|::ﬁgﬁmﬁ:’hm P20161009-07 [86.650 [72.7 |[26.1 46.6(3.6e-11[2  [25.9[2.0e-6 |14 ||cO1A1 CO1A2 lK laaaEGPMK [€ loxidation@7 395.6918 2 22 |77 [Tryptic |1/it,12,0 |1/¥IL052W
In this example 1.3 million spectral identifications were consolidated to 156,000 unique — P s A e e e b e ek e e K oo 5 loxdstonar [oss.0126 | = e fryptic [/FT™s,4,0/it,21,0 [/ voRo37W
. - e - - - - - - " ||OFDAK(+HLKNL)GGGPGPM(&xidation) GLM(Oxidation) GPR | | ' e il - - lK |AAAEGVANLHI DEATGEMVSK E loxidation@18 710.3441 E las 106 [Tryptic |3/FTMS, 16,0/1TMS, 1,0/it,28,0 |1/YDRO37W
peptide identifications, reducing starting peak list and results files from 14 GB to 900 MB. This f Ttk Toxdstonass ioe T e Y= VYR viiosre
data set was processed through the Web |nterface N JUSt under 90 minutes: 21 minutes for 100~ 7 . ” In |AAAFGNCHGLYAGDIALRPEIL AEHOK| [Y |carbamidomethyl@7 la74.8275 3 s o |semi-tryp  ||2/TTMS, 1,0/it,5,0 [1/vKLOBOC
. . . . . . . yio®2 ‘ ”‘ ‘ [ |AAAL STIGTAVONNLDSONNEMK ||y [oxidation@22 l812.7444 3 o4 150 [Tryptic [1/FT™s, 1 [1/vBR101C
upload of zipped peak list files and the results file, 59 minutes for unpacking and conversion of | . s o
apl and msms.txt results files into a standard format, then 4 minutes to filter results o GEDAK(+LKNL)GGGPGPM(Oxidation) GLM(Oxidation)GPR™4 s DKLy eha O a1
-ap ' ! ' *  QFPAK(+DLKNLIGGGPGPM(Oxidation)GLM(Oxidation)GPR MS-Viewer is able to display and annotate the contents of the ISB Yeast Orbitrap SRM atlas3
o r..v.i 27 B 5 ‘ |L|| i I}‘:%'ﬁ%ifﬁfxsﬁ T2 S o, | vy M2 v o ‘f AR P Y‘E |€h|'"| |3"‘i‘11%ﬁﬂifyqa."f?’?ﬂi l:If:---..— R e L 7 IR PO T

Summar

MS-Viewer can now display results from a search considering 4 different cross-linkers.
MS-Viewer is available at http://msviewer.ucsf.edu/prospector/cgi-bin/msform.cgi?form=msviewer
or for local installation by emailing ppadmin@cgl.ucsf.edu.

The MS-Viewer published dataset brower is available at Large M aXQuant DatasetS

http://msviewer.ucsf.edu/prospector/cgi-bin/msform.cgi?form=msviewrep.
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