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Eamily | M | Score | Mass | Matches | Match(sig) | Sequences ssn(slgj emPal | Description
1 1 28266 47 47 7 7 2,86 | sp| TRY1_BOVIN
2 1 sm;im‘ :}32 61419 76 76 13 1| 2.00] Cytochrome P450 2C29 05=Mus musculus OX=10090
2 2 | Swis 50| 0887 27 27 8 | o.88] cytochrome P450 2C54 0S=Mus musculus OX=10090
2 3 | Swissprod 487 | 61128 27 27 10 1| 1.20] Cytochrome P450 2C50 OS=Mus musculus OX=10090
Z 4 | SwissProd 470 59267 32 32 12 13 2.11 | Cytochrome P450 2F2 05=Mus musculus OX=10090 §
Z 5 | SwissProd 338 60590 22 22 8 9 0.89 | Cytochromea P450 2C37 0S=Mus musculus OX=10090
F & S\v\lissl?ml & _| 251 60856 13 13 4 4 0.37 || Cytochrome P450 2C39 0S=Mus musculus OX=10090
2 —] ~ o I ] = _wn i T — f us 0x=10090
D RESY)UEDVRL |4 [RENEM)ESICET BER [
a 21 Mus musculus
2 3 | SwissProg 188 78552 13 13 4 4 0.28 | Heat shack 70 kDa protein 1-like 0S=Mus musculus O
3 1 | SwissProd 1202 | 16817 42 a2 5 4|  3.08] cytochrome bS 05=Mus musculus OX=10030 GN=CyH
-1 1 | SwissProg 1121 64694 53 53 16 19 2.54 | Protein disulfi L 0S=Mus OX=10
& 1 | SwissProg 1053 63034 38 38 10 10 1.31 || Cytochrome P450 1A2 OS=Mus musculus OX=10090 ¢
rd 1 | SwissProy 1008 | 103744 63 63 19 19 1.53 §} Endoplasmin OS=Mus musculus OX=10090 GN=Hsp3(
Protein sequence coverage: 27%
Matched peptides shown in beld red.
1 NVELALT LSC F FOFPIFLFIIG NELOIDVENI
51 SQSFTNFSKA ¥ EAVEEALIDR GEEFAGRGSF
101 PMAEKII i IEDRVQEEAQ
151 CLVEELRETR
98 - 105 o
201 I o8 - 108 a
251 RDFIDYYLIK 98 = 105 o.
LLLLKYFDVT T DRSHMPYTDA e @
EGTTVITS Lssviwpske | °° 7 1%% K
T GKRICAGEGL .
451 RS LF PPYQLCFIPL
—Jr—= 0 w uaus
BERTF F i :
0.011 R.DFIDYYLIK.Q
29 0.027 R.OFIDYYLIK.Q
Sadd k1 0.0026 R.DFIDYYLIK.Q
6176 &3 &.2e-06 R.DFIDYYLIK.Q
L6731 34 0.005% R.OFIDYYLIK.Q
MASCOT Server x | G ble 3 X we sL8HG
Accession Score | Mass Matches | Match(sig) | Sequences | Seq(sig )I IDescription
#I2::CO4B_HUMAN 164342 217600 3818 3818 103 103 48.75 [|[Complement C4-B QO
=2 CO4A_HUMAN 163856 217680 3814 3814 102 102 44.57 [|[Complement C4-A O
2 APOB_HUMAN 127385 624938 3897 3897 214 21 9.70 |JApolipoprotein B-10
#'2::CERU_HUMAN 59576 143199 1466 1466 50 50 14.97 ||Ceruloplasmin OS=H
2 A1BG_HUMAN 58870 58330 1527 1527 19 19 11.90 |jAlpha-1B-glycoprots
#'2::HEMO_HUMAN 44576 58934 1899 1899 30 30)| 144.13 [JHemopexin OS=Homn|
#'2:: CFAH_HUMAN 37520 167416 1521 1521 ) : -
Hemopexin OSEHomo sapjens OX=9606 GN=H
#'2::FHR2_HUMAN 1329 36538 82 82 —
#2::FHR1_HUMAN 1289 43717 80 80 13 13 7.39 [JComplement factor K
Spectral Coun ting mx | emPAIl x
Proteins (545) Report Builder ‘ ‘ Unassigned (140931) | §_permalink
Protein family members (545 proteins)
» Columns (19 out of 58)
P Filters: (none)
fFamily | M | DB Accession Score | Mass 114/113 | 115/113 | 116/113 | 117/113 | 118/113 | 119/113 | 121/113 atches | Match(sig) |
1 1 | SwissProt #2::CO04B_HUMAN 164342 | 217600 1.033 1.070 1.045 1.016 1.155 1.051 1.055 3818 3818
1 2 | SwissProt #2::CO4A_HUMAN | 163856 | 217680 1.036 1.073 1.044 1.019 1.159 1.052 1.060 3814 3814
2 1 | SwissProt A2 127385 | 624988 1.082 1.362 0.827 1.203 1.189 1.093 1.079 3897 3897
3 1 | SwissProt A2 59576 | 143199 0.884 1.080 0.711 1.047 1.283 1.027 1.027 1466 1466
4 1 | SwissProt A2 58870 58330 0.949 1.201 0.994 1.124 1.181 1.041 1.085 1527 1527
5 1 | SwissProt A2 44576 | 58934 0.970 1.161 0.940 1.086 1.334 1.053 1.103 1899 1899
6 1 | SwissProt A2 37520 | 167416 0.962 1.130 0.872 1.103 1.306 1.096 1.132 1521 1521
[ 2 | SwissProt #2::FHR2_HUMAN 1329 36538 0.858 1.123 D.6§7 1.132 1.406 1.065 1.071 82 82
fkC DV O®laH Dkx EVY e fw




Accession Score | Mass | (15ngR1+15ngR2+15ngR3)/(3ngR1+3ngR2+3ngR3) |SD(geo) |# | (15ngR
&1 splPD6T33[ENOA_HUMAI 33306 47481 11327 10902 34
12 splP13929[ENOB_HUM... 9940 47299 11704 11012 5
21 sp|PO7900JHSI0A HU.. 18698 85006 11100 77024 45
22  sp/PD8238HS90B_HU.. 17983 83554 11230 10404 45
23  sp/P14625[ENPL_HUM... 7026 92696 1133 10544 29
24  sp|Q12931[TRAP1_HU.. | 2003 80345 11043 10652 9
3.1 sp|POS7B7K2CE HUM... 17641 53671 11180 776717 48
32  sp|POSGTOIVIME HUM.. 11853 53676 11082 10447 38
33  sp|POBT29|K2CT_HUM.. = BBB2 51411 1129 10392 AN
Distiller mx : i
(Precursor XICs Z MASCOT Server § 1 y 3Distiller HAi Wkwe m+G)
: “ — ; 1]
1-3. nHdi v km z| L HWA
2-3 m+ il t y §3MASCOT x Z O X " PMF (Peptide Mass Finger print ),SQ

(Sequenc e Query), MIS (Mascot lon s Search )we D mHG
FxHdivkmy ol wex) o z3tpt.orx Lmee
PMF :1,2,3,4,5,6, 8, ,12,13

SQ  :1,2,34)5, ,12,13

MIS :1,2,3,4,5, 7,-.9,10,11,12,13

Sequence Query § g,r | 3 ' r xd43 Hdivks]| Queryx 4l xS
gr | =zf% Z] r s the G S [ mx | Sequence Query x SGr | z
https://www.matrixscience.com/help/sq _help.html e 3

i x> sgrlzMSn v gmixm ©¢ £o55,6


https://www.matrixscience.com/help/sq_help.html
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2-2. MASCOT Server x v | a DUk n\Né&3 kC

MASCOT Server s 4 #® ) && v kif k™ kHzde&s3 kD m ®C:¥inetpub ¥mascot b
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7 %% & 0% 0 “leni Do omee
- 7 IMASCOT x €3 kC/d v K* DKx a mH G

mascot }——{ bin }—{ NIST }—[: lib2nistcl \

cgi mspepsearch ‘

1

cluster }—{ <platform=>

—{ config db_manager public ‘
licdb | tasks.4 |
unimod ‘
test ‘
4{ data cache ‘
L etc.
— htdig [ —— :
—{ html }7—{ downloads ‘
—{ help ‘
4{ images ‘ js_lib ‘
4{ pdf ‘ vendor ‘
—  templates MS_pub_2012 |
—{ xmins }—{ schema ‘
—{ logs ‘
— perled | et ]
sequence SwissProt incomin
— seq FE g |
4{ sessions ‘ r__________ft_f_________j current ‘
— taxonomy | old |
4{ unigene }%r _____ e ?c._____jl

—| X-cgi '



NeskCldv KK sAet ) z.1x Lme'" ygskC xi  line
n‘]bGHUG

bin :CGl- ~ x f k™ kH

cgi : CGI x f k™ kH

cluster :cluster . a DH \ Evds Hif k™ kH

config guvvkikvbh|l agevk

data  :MASCOT i @4V KG | gv v kz X &3 k C(yyyymmdd )x T s
M st1G

htdig :z 2 FHW A f
html  :web HW Ad i hl D
Kk

gH vk
logs es\ Xk™gH®vKk
perl6 4 :perl xf kv gv D~ E V¥ (version5.18 )
sequence : nr!td”vwbg¥va
- current : X € v K
- incoming : § Hl dWDbgWaxsq d
- old :1g, s ZlrvdWWbgWax fastag & v ke ( 0D )

sessions: b, i KDvsg wlbd, 11
taxonomy : gAHl &8 vk
unigene:UniGene v | dd™ aé# vk
x-cgi b, iKDUV fpnAd z| st CGIx f k- kH

2-3.3  x MASCOT

MASCOT Server mz dvbxbvi s gx ® Wl  wembe G

n PMF (Peptide Mass Finger print )
MS1Hf ¢ dEVW™" x o nihydbl e o
b Sequence Query
MS1Y MS2x EV- s\ (I e 1 z|
) 1234.2 seq(n -AC[DHK]) seq(c -HI)
1314.7 tag(513.3,T[I|L]SP,911.5)
b MIS (MS/MS lon s Search)
MS1 n MS2 o 8 n | Hf ¢de GMS1 mHf ¢de | 83MS2 m
Hd¢l ¢ stwHf ¢det nsble” o

s TOFy pmf K" " VWHagaH Be zw 3t xd"byxdible ° wlwgf
§ z Peptide Mass Fingerp rint  © zeHGey 1 dD” I 3IHf ¢dx MS1LMS2 0
t nsHf ¢d “ble” o H o nzl z MS/IMSlon sSearch L st 616G

6



3. MASCOT Server x d”" b

¥ x mz MASCOT Server m e v uyfx n X Le Z ¢ HGMASCOT Server

m e yufgz3 m zod"bei+ xe & MASCOT Servers p!l! xmzy §3
s(_jl/lb e H | Lex[eHGdI/Ib )Shul[’)z g_,XlGHG

HEv Be” dD2Hf ¢d z8k™ hl Dx o #wlEN" xde fygdlbgnl (3-1)

HEV DK x RawdY pe © D aDgvvRuez xmg3smHddDs 41+ (3-2)

W MASCOT e g1 x raw d " pe 0 m ¥ X 0 zZ Y
d"Wbsg 4+ wex L & # GMASCOT Server mz rawd"Wbe 4l  zmbe the G
3-1 mz s p} sd¥bx e [ n MASCOT Server & A @Al &® vk
§3MHADs gr P3-2mz rawd " by § MASCOTm 8 3 D [&¢ v k&3 1 HdDsH
Wi f k™ kHsgr |+ ~zenwe

3-1. MASCOT Serverte 8 8D [ gevké3WHAD

-

MASCOT Server e 8 8D [(&e¢v kg3sWHAD 4x s nNLewENT X
S Gr | 2] reHG

PMF X dW bz Hf ¢dx B ¥sLyENT gAn] m+ GPMF X dv b
x szHf¢d xEV n ydvloy 3 xo,e zH xEVT x mjz x083
X1 r z m/z n intensity 0 z6 HGEVBg Y # | X ZFX . m | dLens
[ )
Int.
10 1
) Iuﬂu
(10e1) . :
500 1000 m/z




¥ v ksggr 3D, aDeg¥v v kmxt gV el mx f | ;¥ e mb e« G
g¥ v kyx nz |37 Xtvsgl sgb gxmz w s xt|]rta LD m~ G
T x*vs ms intensity §Y #1  wds |} Fintensity ® S
d"bx m/z x & 1 #ie zor ¥ gyxxeb¥le z3\ebVlxvha  ve !
o Mae X dvbnz| Hol nyl et xult p d¥bms msg
intensity °o Jey, MWanlds  Mam e [1nd iwlrpl Vawxlens
¢ @ )
23?2.662 ) 361.21774 4838.6552
903.342 487.26656 5281.3009
1186.439 494.28934 8868.6732
1373.681 505.77755 16079.047
1403.722 686.36334 22677.156
1515.444 723.34797 36555.65
1727.916 836.78635 6731.0498
1743.951 955.4842 2890.8536
1759.966 1002.4743 5553.321
1788.721 1020.521 2661.7174
1804.71 1263.679 1759.9609
2174.812 1350.7063 3770.1817
2190.112 1495.685 43476.619
2256.871 1533.6332 3063.8439
2273.266 1675.6148 3315.1174
2288.489
G ) G y
PMF mz Ox'vs D, aDgvvksy3N  hu" W/ g3MNHARJ
SLl..T)SéuUk)S 0 65} 'erGHG
1 AB SCIEX Data Explorer (.PKM)
1 Bruker Analysis AutoXecute Data Report
1 Bruk er (.XML)
1 mzData (.XML)


http://www.matrixscience.com/help/data_file_help.html#BRUKER
http://www.matrixscience.com/help/data_file_help.html#MZDATA

MIS mz d%bnz|Hf¢d esék hlDx w© ¥stwEV" x o
z | z2eH6r gy xlt g3 KM VWHaaH DkgdzHf ¢dx o Wl
s fmizn “x g 4 o3 k¢ DO JHaaH Dikidzék hlD
) gl EVWT e @IEVBE dDst b o z6 HG

_FLH—H—TRAANRYT ML ‘
L RIF ROBE (m/z B Lo

50 1000 iz

- TOPTMASRAARINL
~ JAZEAY NU. TSR - ,L
SR E — 73R " peatlll et

(10e1)

000 miz

Mascot Generic Format (mgf) z MASCOT Server x MIS d"Wbnz| ¢ st ]!
gsMHADmM® T xt vy npflrene

BEGIN IONS
TITLE=1: Scan 2 (rt=182.28)

PEPMASS=817.44 123456 | AR
CHARGE-2+ D RIFROBEEHE

~ (817.44-1.0067)*2 = 1632.866
566.70161 445127.71 7]

734.56885 253205.82

1092.2019  445679.33
~ @ JOY T R AZIAANRT ML,
JAXEZNY b, BRISTA> b

1426779  1569294.9 Py Sy Syt
1847.8916 35747308
END IONS
1query § BEGINIONS m ¢l ENDIONS m nl & HG3 x 3 X 2
fK""W "WHaaH Dk dtvw §Y =ze& H Gpepmass w m/z © 3charge & ° °©

zewGl/x 3 x x zfkC Dve] HaaH RQki Jtwe sV z3IEv B
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“dDst &k hl DEW" § w1l m/zn intensity x nrl ex Gr ¢ intensity x §
wbst | ! IMASCOT Server m 1 9§41 (decharge)z wé k™ hl DEW nz|

Yen L & w Gintensity x 5 wdst v mxgevk wf|xbéDzaum ntl

namyp 3 x n £ m MASCOT Distiller e Wl mx 9 O mHxms =2fwvs5,6C

mgfé® v ksz x queryeenf| Wl 3y mbew'y G

FEOEDEE - BRNE LG58k -
e ERE)?2 U o mef IPAL )
@ — AN -l

A

M i "y ®BEGIN IONS
('74}$ 27 —t$ (10e4) \,V \w“’“‘ m&é:
1 2 1900 2000 2100 2200 2300 sec Charge =
MS1, MS2 8IE END IONS
2 ©BEGIN IONS
) . MST pepmass=
’’’’’ e charge=
PR S P END IONS
% : " h
°~ 1 e 2 ® BEGIN IONS
‘ | " | pepmass=
) MS1 T MS1 charge= | T TILERDRT
oot Cm ] [ e e “LTM F RDOART ML
: w-J\HIJ MSZ !Wuuu 1 > END ION{ 5 —& 7' 1 I 7 )L
e e ( Ij [CEEHBNTLD
mgof ¢4 v ke | n z | IMASCOT Distiller, ProteoWizard x msconvert, + z | \

hu"vx b&pzayd wlef Tlwxlew z32m wezens

MASCQOT Server x MIS mz mgfés v k-~ xN &3WHAD4 &&uvkx 3 3gi
‘z|l e " E3VMHADZ T X | mHe

Finnigan (.ASC)

Micromass (.PKL)

Sequest (.DTA)

PerSeptive (.PKS)

Sciex API Il

Bruker (.XML)

mzData (.XM L)

=2 =4 =4 =4 -4 -4 -4 -4

mzML (mzML)  * £ x m D [ &3WHADMmgfx gt f st 6HG
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http://www.matrixscience.com/help/data_file_help.html#ASC
http://www.matrixscience.com/help/data_file_help.html#QTOF
http://www.matrixscience.com/help/data_file_help.html#DTA
http://www.matrixscience.com/help/data_file_help.html#PKS
http://www.matrixscience.com/help/data_file_help.html#API
http://www.matrixscience.com/help/data_file_help.html#BRUKER
http://www.matrixscience.com/help/data_file_help.html#MZDATA
http://www.matrixscience.com/help/data_file_help.html#MZML

NEg3V¥WHAdDX zZ1Tx WEBHY"Ae¢s fos, C
https://www.mat  rixscience.com/help/dat  a file help.htmli#FORMAT

-

32.rawdvb 411k~ kH

EvDK x Rawd“ be © ;D aDévvkRuezxmeé&sWHADs 41+f k™ kH
z3 bf¥ wln 1x3 XL enG

n ProteoWizard msconvert
onfl bvam kaf kdDgsMxiDU ke vzkv Fk Kmn G
http s://proteowizard.sourceforge.io/

msconvertGUlexe nr vf k™ kHe &0 =z |f k> kH mmgfe Hl s mbewz3
MASCOT Daemon n 8 n th] o tmbe v 4-3mA g X ~©ez| &HG

n MASCOT Distiller

we z|!bé&Dzzm+ GMASCOT Server/ Daemon n: § © |l Y% bé Dz zv
nx % sY S&k”hlEV dVb: s 8 @ wmb!xwe mHG
http s://www.matrixscience.c  om/distiller.html (% " HYA)
https://www.matrixscience.co.jp/distille r.ht ml ( " HYA)
n xbebhzzav
3ntpx X' beéDzzumz mgf §v v KEW” KalxD aDgw v k!
mzMLE&3 MW HAdDs wo m3t i e MASCOT S il wemb e v GmzML m W

IEMT gy wlixe e zw mi L e gzygduvk st )l we sz,

mHG
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https://www.matrixscience.com/help/data_file_help.html#FORMAT
https://proteowizard.sourceforge.io/
https://www.matrixscience.com/distiller.html
https://www.matrixscience.co.jp/distiller.html

4. MASCOT Server

¥ x mz MASCOT Server m &y S Or | # 2| r e HG

4-1 mz MASCOT Server e @dDIV" m | S Qr ) f 26 HGe y 4.2 mz
74 x x m  zuy mgfe dWbnz|3IWEBFkz e  z| MASCOT 0 Hol 0
£ Z 6 HG

4-3 - mz rawd" by 4 mgf px 4= Hwl eyt o Hol S Gr | #

z ¢ HG4-3z MASCOT Server § mEl dkst | r!lbé&Dz 2 vMASCOT Daemon ¢ § u
v 2| 4-4 mg hn" Ve z),1b&Dzzaw | SGr |

£ r vzene

4-1. ®URLPn MASCOT Server [¢dD| Y~ mMASCOT e Ho ]

MASCOT Server z WEB v f K> v { | mx B XV vz %71 EivbW i

MASCOT Server © URL m z6 HG
URL x 0 nzl z-1xtvy0 nrlenxe

http://( computer  )/mascot / . http://masc _ otserver/mascot/
http:// (P v d Ka )/ mascot/ . http://192.168.100. 222 /mascot/
MASCOT Server x~ | Ei M b¥ i MASCOTe® Mo I x' v §

http://localhost/mascot/

nrv URLmM mbl f nugn® pmH G

£y i i
O (i localhost/mascot;

MATRIX
SCIENCE

GG Access Mascot Server  Database search help  Contact

5 MASCOT Server nz x~ | Eji "'y i MASCOT Server © URL m Mo 3

T1EIVY nIPvdKaxphd wlixl oz © x§Grlz MaEY Yamn©

e zKgknz)] zIPvdKax wl ¥ 8 gyl gf IMASCOT Server § IP

vdKaevwl dt || z IP v dKamx enl 1l D e f mb ¢ * G5

edpl ™ x dnz|DHCPyp ¢ IPML [ nc| ! z7 1 Ei vbv gt |
ernl m stl IPvdKass '"#l D m+C
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http://mascotserver/mascot/
http://192.168.100.222/mascot/
http://localhost/mascot/

42, 4 38 &ewvkeWEBFkz  m

19 x X% mdvb 4 fwu guevke g [ ! 3 Fkz e
MASCOT Server x e v wmbewn G X n MIS x s #Al+f[] zen6

EV™ KaDgw kD, aDp

Fkz“ e b3IMASCOTServer pv~ ba

Home -> Access MASCOT Server

#Peptide Mass Fingerprint Px ®Perform search b
ekhvwbn es  d¥he

=Start search PHb | e fi®v ¥ nm

St AN

(@ S I N

@Il:ﬂlhw ascot h_d I e 00 @ 2

MATRIX
SCIENCE

e e

Masczt detabase saarch * dcope Mascot Sarver T Dapbide Maas Fegeeonind

S Aocicks Mascot Serves EERFIETEER

Access Mascot Server MASCOT Peptide Mass Fingerprint

Vi Can sebmit searches b this Masool Serae’ L Four name Email
Tieds by lobead Por indersctive searches, whant vou &
paramsten. For atomated isarckei of batctan of Search tithe
Fladedt Dadsiad & & Windews PO 2ain b Touiid &

seearchies from Mascot Distiler and many instryme  D'at8base(s) |Human_EST - Enryme | Trypsin bl
appiicahony usT
TprobainsF ofdanisal Allow up to | 1 v | missed ceavages
(RAR

b 2proteing =
Peptide Mass Fingerprink UL

E Tha axpearimantal dita ane a et of paptide masd Taxomomy | Al enires -
L Lrame siich 35 trypsie
Fixad [ nong selaciad — . Acaiyl (K]
Exampl of reiuls report | Mame | madifications » Acatyl (M-tarm)
= Acelyl (Prolein N-term)
- Amidated [C-tam)
Seguance Queary Amidaiad [Projein C-lams)

Display all maodifications Ammania-loss (N-tarm )
Carbamidomethyd (C)

O oF MO paplide Mads values sssociated with

5-:‘-:-.-“:?-:-.--;5. -:--.r:l-!-:-d compasition infurma ?,r,ﬂg.blg = NONG seleciad —- = — Clrhimrdnmnlhpl (Md-barm}

super-set of & pequence Lag quary ™

. . 3 madifications > Carhamyd (K}

Pusrfoemn search | Examiphs of results negat | Mo " Carbamyl (M-taem)
Cabaxyristiyl (C] -

MS5/MS Ione Search Profeln muass kDa Peptide tol. £ (1.2 Dia

Identfication based on raw M5/ME data from one Mass values ®ppt M, M-H Hmplmgp'-: L3 -*-V'El'*ﬂ!

P Siarch | Bdamiphs of pisults napot | Hane

& pata file| 27+ ILOHER | 27 ILFEEREFATOER A
iy
Search form defaults

Data Inpat
Save veur preferned default settings a5 3 Broswser )

D @ Report top | AUTD | hits
I Starn Saarch ... I Resat Form
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St AN

(@ I N

mgf/mzML & & v k ©
Fkz" e

ekhnbn g5

H IMASCOT Server pv~ b a
Home -> Access MASCOT Server
#MS/MS lons Search Px =Perform search b
dv be
=Start search PHb | e fi®v ¥ n m

@earch form defaults

[ ; (ll localhost/mascot/search_form_select_windows.htm|

MATRIX
SCIENCE

Access Mascot Server

Mascot database search > Access Mascot Server

Home Database search h

Access Mascot Server

You can submit searches to this Mascot Server using|
This is ideal for interactive searches, where you are
parameters. For automated searches of batches of fj
Mascot Daemon on a Windows PC can be found on tl
searches from Mascot Distiller and many instrument]
applications.

Peptide Mass Fingerprint

The experimental data are a list of peptide mass val
specific enzyme such as trypsin.

Perform search | Example of results report | More in|

Sequence Query

One or more peptide mass values associated with ini
sequence strings, amino acid composition informatio
super-set of a sequence tag query.

MS/MS Ions Search

ed on raw M5/MS data from one or|

Example of results report | More in)

Save your preferred default settings as a browser c9

Mascot database search = Access Mascot Server * MS/MS lons Ssarch

MASCOT MS/MS lons Search @

Your name | J

Access Mascot Server

Email |

(s) |2sequencesT (AA) -

Taxonomy [All entries ~]

1 [None -

) [None v

= [12_ |[Da_~| #'3c[0v] MS/MStol.+ [06 Da_v

Amino acid (AA) -
> TproteinsForManual
= J cRAP
sshAmong2proteins
SwissProt
twopeptides
UPS640_H_sapiens
UP59680_0_sativa
Nucleic acid (NA)
Human_EST -

Trypsin v Allow up to | 1 v |missed cleavages

--- none selected --- - Acetyl (K) -

> \ Acetyl (N-term)
P ‘ Acetyl (Protein N-term)
Amidated (C-term)

Amidated (Protein C-term)
Ammonia-loss (N-term C)
Carbamidemethyl {C)
Carbamidomethyl (N-term)
Carbamyl (K)
Carbamyl (N-term)
Carboxymethyl (C) hd

Display all modifications O

— none selected — -

[2¢ M|

Data

Data format | Mascot generic v | Precursor m/z
Instrument | Default v Error tolerant []
Decoy L Report top hits

Reset Form

4-3. Daemon ©

I

raw € ¢ v k x J mgof &

f k™ kHe z| rawd" by d

4

g U k e

S

rawd " b e

Ho

IMASCOT Daemon
c H G

X we !

1200, W wex |

http s://www.matrixscience.co.jp/supportpdf/ MASCOTDaemon ver28 manual.pdf
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https://www.matrixscience.co.jp/supportpdf/MASCOTDaemon_ver28_manual.pdf

x 3. WDKv k(P11 s fos, C

1 f k™ k Hn z| ProteoWizard n MASCOT Distiller e Wl SGGrlttprte]
Z 6 H G

£[] 2o
http s://www.matrixscience.co.jp/supportpdf/ MASCOTDaemon ver28 manual.pdf
x ®3.¢i WDKv P11 )z IProteoWizard © f | 4 z | o f|,85HG 2§z

¢CiWDKvkes w50

X °fnfwe3N p sgrl-Tse[] 2°"€

3 Daemon e 0

I Parameter Editor b Fm e z3 e g vk g Hl yf =Savebs y z ®Save Asb
i Task Editor b Fmba~ 3 xéuvkﬂgkhmbéﬁl’[@

I Task Editor b Fx ®Data import filter bm#ProteoWizard msConvert be z 3=0ption sb

x ®Peak list format PmaMGFbY EmzMLbe 2|l yd= DPHD]
i Task Editor b Fm®=RunbHbl e fi4 ¥ nm

>

O Status b Fs X e G A wln i 0 X e st xn Kd-

3 Ox s&rl T x3 nr! o w Set e rxmt hdt ] f fos,6

Mascot Distiller n g~ | Ei “B'sv ] aD"ks't yDaemonmz 3 4 f k™ k Hs Mascot
Distiller © Hl  wemben G Z 4-3-1 n3°® pmHweId b A X mx !
Ne z|yplswe
3 Daemon e 0
I Parameter Editor b Fm e z13 & g4 U kg Wl gt ®Savebs y z ®Save AsP
i Task Editor bFmba~ 3 )géHUkﬂgl'(hV'béHUI_@

I Task Editor b Fx ®Data import filter bm@®Mascot Distiller be z 3=0ptions bx
®Data File Formatbmraw é & v k x e 3=Mascot Disti ller Processing Options bm
4% g wlEWS 4 xekhv"bbdB z|yxd= bHb]
i Task Editor b Fm®=RunbHbl e fi4 ¥ nm
O Status b Fs X w G N owln i’ DX e st xnm Kd~

3 Ox sGrl Tx3 nrl o w setccerxmt iy s tosrC
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@3 Mascot Daemon - m] x
File Edit Help
s e ot e ] @
r—Parameter set
Filename: |C¥ProgramData¥Matrix Science¥Mas.. ¥defauk par New I Open ... | Save | Savels ...
All Searches
User name [<mascot_user_ful_name> User email |cmascot_user_email>
Search title |qadtname> (<parameters>), submitted from Daemon on docalhost>
Taxonomy |All entries - Reporttop | AUTO vl hits
Databases | SwissProt Select Databases Protein mass kDa
Decoy - Enzyme  [Trypsin -
 Fixed Select Modifications
[OAca Max. missed cleavages m
Monoisotopic ¢
Variable [Oidation (M) Average c Peptide charge [2+vand 3+ v|
modifications
Peptide tol. = [0 [ =] #13¢ o +]
MSIMS
MSIMS lons search |  Dat @ W o
ascot Daemon -
Error tolerant search [~ MS/M
File Edit Help
Status | Event Log [ Task Edtor ] parameter Edtor | @
»'-'F.Ef—@ 7Tﬂk
P set Data import filter
C:¥ProgramData¥Matrix Scienc.. ¥default par | |— None — ;I

i~ Data file list

E)F

low or click on

Drag and drop datg;lles into the area

[| {Mascot Distiller
Proteo\Wizard msConvert

D¥installer¥ MASCOTWin 270¥mskk¥sampledata¥S|

" Real-time monitor

Delete

" Startat |21 21 - 15:59 ==
" Start on completion of nning batch tasks L]

I~ Merge MS/MS files into single search

" Follow-up Search priority |0 -
—Actions

Auto-export ... | External processes ... I

—Follow-up

> [ No follow-up required = Jo
I Discar

Folde Add Files . | =
=]

| Value

C:¥temp¥DistilerDataFilder¥ DDAp-Plasma_Sng-mL_014.m:
20210310 Tutorial Search 02 by Takaesu (C:¥temp¥Distille
T cell receptor alpha variable 26-2 0S=Homo sap

TVAZ2_HUMAN

: 6
iens-OX=

SwicePer 2020 0N facta

@ Mascot Daemon
File Edit Help
EverlLog' Task Edtor | Parameter Edior |
'] Task Database Parameter
E-@ 1: Tutorial Search 02 Data file
.~ DDAPlasma_SngmL_0° Search Title
. ~{] DDA-Plasma_25ngmL_( Accession
{j DDA-Plasma_50ng-mL_( Protein MW
{55 DDA-Plasma_blank_011 s
H A
T | P
l‘;—l DDAp-Plasma_25ng-mL_ Flas ok
i-{i=] DDAp-Plasma_S0ng-mL_
] oo Resut file URL
@ 3: Tutorial 03
Cache folder
Search submitted
Search completed
Last event

12278
http:/Aocalhost /mascot /cgi /master_results pl 7il
C-¥ProgramData¥Matrix Science¥Mascot Daemot
2021/03/11 10:50:50

2021/03/11 10:51:22

2021/03/11 10:51:19 Search completed
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4-4. hv" Mxbgpzayy

m z| ! X nz si hv"™ Ws | 2| o IN
béDzzv, JMASCOT ¢ g 2] LI w’ex | s 16t x IMASCOT Server n

hvnw™ Mb &gz 2y za s X Il Ei"bMsv]l abDWkst ol 3 puvom
béDzzv mMASCOT Server © URL m Hl gyl &G

By & F r x [ R X Kgkm mblrrryxeVM #wlgft3IpeéDzzvm 0
v § B I EivbvwxWEB Fkz° m MASCOT e URL z] 3Home = e § e
mblx 3F M f 6 Z 6 HG

3 jepgxtys Hl yzb&Dzavgt f|plemwo MASCOT Server x
i’ weFkz  m st) ™ Watxt gIMASCOT Server x i’ hn™wu
beDzzay | et3t xbegDzavyx m stl 4 xlenwG gt x™ Mager |

MASCOT Server m S Z & MASCOT Server § | 3IMASCOT x Searchlog y g x ¢
M H 1)) mH G
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5.

¥

ekh”"b"nd"bg"a

% mz MASCOT S HliekhvwbWsgr |

5-1 5-3 mz \ SerRlekhvWwpugg | 3

54mzekhvb"x njabH"BD | sgr | 35-5mz

5-6mz WEBFkz“m e  sFkz° x cookieO

e H | Sg,rl erBHG

MATRIX
SCIENCE

[Xee=CEN U ELlen lelsla%=1a Database search help Contact Useful links

Mascot database search > Access Mascot Server

Access Mascot Server

You can submit searches to this Mascot Server using the web browser search forms, below.
This is ideal for interactive searches, where you are experimenting with the search
parameters. For automated searches of batches of files, try Mascot Daemon. Links to install
Mascot Daemon on a Windows PC can be found on the home page. You can also submit
searches from Mascot Distiller and many instrument data systems and third party software
applications.

Peptide Mass Fingerprint

The experimental data are a list of peptide mass values from the digestion of a protein by a
specific enzyme such as trypsin.

Perform search | Example of results report | More information

Sequence Query

One or more peptide mass values associated with information such as partial or ambiguous
sequence strings, amino acid composition information, MS/MS fragment ion masses, etc. A
super-set of a sequence tag query.

Perform search | Example of results report | More information

MS/MS Ions Search
Identification based on raw MS/MS data from one or more peptides.

Perform search | Example of results report | More information

Search form defaults

Save your preferred default settings as a browser cookie.

| Search this site |

More info

» Mascot overview
> Search parameter

>

©2021

reference
Data file format

Results report
overview

Matrix Science | Terms of use
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5-1. PMF : ek hvbn 5

MASCOT Peptide Mass Fingerprint

(1) Your name ‘ | (2) Email |

(3) search title ‘ |

(4)Database(s)  SwissProt (5) Enzyme | Trypsin v
UP5640_H_sapiens

(6) Allow up to |1~ missed cleavages

(7) Taxonomy  All entries V|

Acetyl (K)

Acetyl (N-term)

Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Display all modifications [J Ammonia-loss (N-term C)
Carbamidomethyl (C)
Carbamidomethyl (N-term)
Carbamyl (K)

Carbamyl (N-term)

(8) Fixed - none selected -
modifications

(9) variable [ none selected ---
modifications

Carboxymethyl (C) >
(10)
Protein mass kDa (11) Peptide tol. |‘I.2 H Da v
(12Mass values ®@MH+ OM, OM-H- (13) Monoisotopic @ Average O
® Data file| J7(JLEEIR RSN TOFEA,
(14)
O Query
Data input
(15) Z
Decoy U
(16)  start Search ... (17)
PMF  xekh“b“sg:r |3 § ryzeHG

(1) Your name, (2) Email, (3) Search title
) Xt v g i es Searchlog s ¢ r } X u oM Hl 5
28 HG 2 e D m+ GEmail § g r | z Email m i e Hlpopx 0
2l ihH x nrlnz| Wl 4D meG
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NiGE MASCOT Search Results

User : Monitor Test DB 0
E-mail :

Search title : M5/MS Test Search
“MS data The . oL saarci.mar
Database : UP5640_H_sapiens 20201007 (100,100 sequences; 40,284,240 residues)
Timestamp : 12 Aug 2021 at 03:59:52 GMT

Re-search | @ All O Non-significant O Unassigned  #[help] | Export | As [XML
MASCOT search log

Version: 2.8.0.1 - mskk (UC2H-LHC6-Z3V8-W62R-K3M8)

Sort /filter | Log File: [ N Ctort ot (1 _omd 1 _cbart) [ o b .ngnl GmbmattamtliarsNata dic CETeo. [

Job# PID dbase User Name Email Title
@ (e} (e} O (e} (@)
\ I | | I I

Copy of raw 03 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥defaultfpa
submitted from
1241 5016 UP5640 8H Monitor Test DB 0 MS/MS Test Search
Copy of mgf 02 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥defaultfpa
submitted from
1239 8376 SwissPrdd Monitor Test DB 0 MS/MS Test Search

1242 12096 SwissPr

1240 11760 SwissPr

(4) Database (s)
xd"hbgwae zerédWbgasgz 7x 2 x 4 D m+©
- AA : Amino Acid, v h E
- NA : Nucleic Acid, M
Ctrl , Wefizywi” Kd+l m xdWbgWwae Hl tmbe n G

(5) Enzyme

bl e X% eb” e z6 HG

(6) Allowupt o

Enzyme SGr | 3 B n s L goE e z zu Hf ¢ de Hl o wembe
wedl em Hrne Rl xSl % mH ¢y g Trypsin mz KRx C e
sL e H g3

EGRNRFPFLSLSQR

Nr v wex f v Imissed cleavage weord

EGR

NR

FPFLSLSQR

nrv 3 x Hf ¢ dx o e z ¢ * Gmissed cleavage e 1% 3 0say
EGRNR

NRFPFLSLSQR

X 2 x Hf ¢ di M nz| 1stews
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(7) Taxonomy
x L dgAnl m* GTaxonomy west | rl dWbg¥ a(SwissProt 1t p)x o
© mtG st |y d¥bg"as zy 2 kVMhdbUuAz sv e gz
box e 6 Wl w1embe HG
KaDgd st] ! zIvw vwE abHv BH 3+ © mHoG

(8) Fixe d Modification, (  9) Variable Modification

§AH! mHé zu SGr | 3 v hE x X Ve z & HG (8)x Fixed
z xXH[ ] xvhE sgr | zZY S we z®& #Gg  (9) x Variable z we
Gteb"lngxrreb®l x o zeHG o Ho e $'vsg ye&
Aw Fyp) na  vKI™m syl zsffyrlnrvdhKdDuw!l snsC
Mo z sx! KaDy iy e g3 ¢ gxl <o f| Fixed ¢ ¥z Variable x
nz! Z 6 HG
Fixed |--- none selected --- Acetyl (K)
modifications Acetyl (N-term)
Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Display all modifications O Ammonia-loss (N-term C)
] Carbamidomethyl (C)
Variable |--- none selected --- Carbamidomethyl (N-term)
Carbamyl (K)
Carbamyl (N-term)
Carboxymethyl (C) -
cyKaDs f stl z o g x££ mox serlz {5
sttt vsrfl e HGE Ld Xt X fox e s hl 5z D g X )
=Djsplay all modifications bg¢zd e v ] xKaDw vze 6
(10) Protei n mass
ble” x g *#l mrCédWbgvasz| DKMst | 1 % s #l m
zy $3Hd¢zuHT 6dxvlh + N n C mHd ¢zwe o nzl| 3t x N
x4 C & mx X 15 nylenc
(11) Pepti de tol.
Hf ¢dx sgr |3 x 4 sty nHf¢d xJi stwuy nx m+ ¢
fvw-m m xaHd” Y § fu hKFKY_ {1l xieas ° 28 G

(12) Mass valu es
PMF Ser | T 2KVUXNEW" leMH* M-Hy 3x 1! ; zv® | w  z]| 1 S 1
stwed x| Xy (M) 26 MG
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(13) Monoisotopic  / Ave rage
v h E  x e Monoisotopic m v x FAverage m v yx © z & HG z
monoisotopic © Wl wegnépmH G
(14) Data file /Query _Data input
queryr]r]ngbe zGHGéHUka ZeeDataf”ebm"{ éuuke Z 6 G
3 Jee v kmy d”Wbed =z]| 3=Query be z | 3=Data input b sd" b
(L ®)ews 6dYbhbg3YHADsg) z2*8-1-1PMFm '+®l §vvkgsWHAD
6 f fos 6
O Data file BIRENTWWEEA
® Query
Data input Z;gg Sg
911.23
1029. 64
1119.53
1218. 67 4
(15) Decoy
I X S f =FDRbe 1l wembervwe PMFmzxsel nt] s QoG
Z 11 .FDRn Decoy d" bg"abe ¢ £ &5,6
(16) Start Search
e Z 6 HG
(17 ) Reset Form
ekhvwpn edégskD § ze®©

5-2. Sequence Query

ekhvpn g

MASCOT Sequence Query

(1) vour name
(3) Search title
(4) Database(s)

SwissProt
UP5640_H_sapiens

All entries

8) Taxonomy

Fixed
g)modlﬂ(allnns

— none selected —
Display all modifications
~— none selected —

0) Variable
modifications.

(11)

Peptide tol. +

(12)

1.2 Da

- (14)

Peptide charge

(16) query

Mr

7) Instrument
8) Decoy
(19)

Defauit ~

Start Search ...

« #13¢ 0~ MS/MStol.2 06

(2) Email

Enzyme

(5)
(6) Allow up to

(7) Quantitation None

Acetyl (K)

Acetyl (N-term)

Acetyl (Protein N-term)
C-

Carbaxymethyl (C) 5
o +(13)
average °(15)

Monoisotopic ®

(20) ResstForm




(1) Your name, (2) Email, (3) Search title

i’ es Search log S o r | X Y oM wl g zeHG >x
gl O m+ CEmail sgr | z Emal m i e vy px ez | r o[ x 3h
ntl g Wi +mbenG

(.
X

MAIRX. MASCOT Search Results

User : Monitor Test DB O

E-mail

Search title : MS/MS Test Search
TS Uata (e (oo soaT e

Database : UP5640_H_sapiens 20201007 (100,100 sequences; 40,284,240 residues)

MASCOT search log

Version: 2.8.0.1 - mskk (UC2H-LHC6-Z3V8-W62R-K3M8)

\ Sort / filter \ Log File: \ logs/searct % * s ; i
Job# PID dbase User Name Email Title
) e o o o o o
l 1942 12096 SwissPro Copy .of raw 03 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥defa
submitted from
l 1241 5016 UP5640_M Monitor Test DB 0 MS/MS Test Search
1940 11760 SwissPro Copy .of mgf 02 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥defa
— submitted from
1239 8376 SwissPro | Monitor Test DB 0 MS/MS Test Search

(4) Database (s)
xd"bg“ ae zenédpbghhasgz 1x 2 Lex L e HG
- AA: Amino Acid, v h E
- NA:Nucleic Acid, M
Ctrl , Wefizywd” Kd™ v/ m xdVWbgWwae Hi  imbe n G

(5) Enzyme

bl e” X% eb”|e z6 HG

(6)Allow up to

Enzyme §SGr | 3 B n s L goE e z zu Hf ¢ de Hl o wembe
wedl em Hrne "l xSl % mH Gy g Trypsin mKRx C e
st 6 H 3

EGRNRFPFLSLSQR

Nr v wex f v Imissed clea vage weord

EGR

NR

FPFLSLSQR

nrv 3 x Hf ¢ dx o e z ¢ # Gmissed cleavage e 1 X 3 0say
EGRNR

NRFPFLSLSQR

X 2 x Hf ¢ d4 Ho nz| 1st6nG
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(7) Quantitation
§ Anl m+ G MASCOT m z Quantitation | None ~

None
Spectral Countin gx 1 mx ! emPAls gr | z¥ # Crosslinking |iTRAQ 4plex

ITRAQ 4plex (protein)

i’ G Fixed
m o rlenp# o S S S iTRAQ 8plex
TMT 6plex

modifications
£ X z271Xx boyo# mbl 4+ xmz TMT 2plex

X1l & tho G I m MD Jwe TMT 10plex
Ay b S[ ] G l r L TMTpro 16plex

} X5 Gr | z MASCOT Server m! 1Yo}

3 180 multiplex
mH 3 eHlUfSZ*LS T o f Variable

SILAC K+6 R+6 multiplex
IPTL (Succinyl and IMID) multiplex
G
f1of wex | & HC[MD]Je Mg gr | ¢! ICPL duplex pre-digest [MD]
X Y f 5 b é Dz z v MASCOT Distiller ICPL duplex post-digest [MD]
i ? Pentide tol. + ICPL triplex pre-digest [MD]
180 corrected [MD]

T

modifications

n k £m SL oyt x WL mH Ge y
'eptide charge
k € KW x e b3 x48f gz1+1L g ; E 15N Metabolic [MD]

_ Data file | 15N + 13C Metabolic [MD]
thU e X dJ4 X 6f f l ® ;f wx | & G mEmese | el AC K46 R+10 [MD] .
e v uf S Z = I [ e S re ada- n A

o

Uzl e ZY 2] S H | SflGHG

Z ®10-2.Quantit ation be ¢ f &5 6

(8) Taxonomy
x L dgAnl m* GTaxonomy st | r) dWbg¥ a(SwissProt 1 p)x @
O mré st |y rdWbg”as zy JzkMhdbvg sre g
t x 66 ool wemb e G
Kalgd st ! zI MW mw abHYB*) 10 m+6

(9) Fixe d M odification, (  10) Variable Modific ation
gAn mreé zw sgrl3I VhHhE X x Ve z & G (10)x Fixed
Z x"[ 1 xvhE sgr| zy § W' z®HGy (11) x Variable z e

afebVIngxrreb®l x ° zeHG o Ho e ftvsg y*&H el
Awe Fyp1 o m syl zgtfyplnrvdhKdDwl e v 6wl
zB sx! KaDy i e g3 ¢ gxl <e f| Fixed*® &z Variable x n
Z l Z 6 HG
Fixed |-.- none selected --- Acetyl (K)
modifications Acetyl (N-term)
Acetyl (Protein N-term)
Amidated (C-term)

Amidated (Protein C-term)
Display all modifications (J Ammonia-loss (N-term C)
Carbamidomethyl (C)
Variable |--- none selected --- Carbamidomethyl (N-term)

modifications Carbamyl (K)

Carbamyl (N-term)
Carboxymethyl (C) -
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cyKaDsg f stl z 0O g xf89 mox sarlz ts
sty tvsrflrenG tixyx  fx ° sl §z7 : § x| =Display
all modifications  bg¢zd” e ¢+ m] xKaDw vozs 6

(11) Pepti de tol.

Hf ¢dx  sgr |3 x 4 sty nHfé¢d xd stwuy nx m# G
fuwem m  xaHd™% s fo hKFKV_ Tk i°as °  zene
(12) #13C

mx 312C x 8 x stl Hf ¢dmzy# 18Ce 43 Hf ¢de | o m
rbEnex e xo gl nxgt e il gt xekhVb"meGHE ¢ dx
s z| '"stewG { (11)x Peptideto. e TOL3 es X ey L pt
exp,calc n oo 3 v4

TOL> |exp dcalc] x x3eHd¢ndypzer @
¥ X e 1nzwv z TOL> |exp dcalc 81| + HAd¢ndyze HG
sy © 2nz4u z 0s1y TOL >|exp dcalc 82| + Hd¢ndy ze G

(13) MS/MS tol.
Hf ¢dxé&k™ hl Dx sgr )3 x 4 sty nHf ¢d x4 sty nx
mH G )g@lHd'” S fohKl':KV'W'I"l)gieirlg e Zz 6 HG

(14) Peptide charge

z styrekhWpimnG zKUdWbx schargedn y n QHf ¢dx ' 5

Anl LA s Ly Iy ¥ m ZY e sLeHGygpzandpgx “asoer |l
Hf ¢dx " gAn) z&w v ksde | | I x FFm zZY oz §L &6 HG
gv vk m’ e H charge z3' s ' mby " "ami nz|

charge=2+3+4+ 1 pnd st ]l sfnuwe ruf Ixgxekh"bWwe st srnzxel
XL e he G

(15) Mo noisotopic / Avera  ge

v h E x & Monoisotopic m v x I Average m v x © Z 6 HG 4
monoisotopic © Hl  wegnttpmwo6
(16) Query

query ny 1 | dnbe  zewGuRE x g% sAnl egukbinz|

Ho remb ¢ # GSequenc e Query x sagr | z
https://www.matrixscience.com/help/sq help.html

ef fos5,6
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(17) Inst rume nt
gk hl B n

Anl L

MASCOT x lon Score

QHdQ'H!
stybdDi  ,m~+G

nLade | oz

Ho

e
}

v 8

nl

v

m

KUB ¢k~ hl DEY™ x ' 5
nxHd¢l
ﬁfl:fl;r]LE[GHG

Default

ESI
QUAD
TOF

MALDI
TOF
PSD

ESI
TRAP

ESI
QUAD

ESI

FTICR

MALDI
TOF
TOF

ESI

SECT

FTMS
ECD

ETD
TRAP

MALDI
QUAD
TOF

MALDI
QIT
TOF

MALDI
ISD

l+
fragments

2+
fragments
if
precursor
2% or
higher

2+
fragments
if
precursor
3% or
higher

Immonium
ions

a series
ions

a-NH; if
fragment x
includes
RKNQ

a-H,0 if
fragment
includes
STED

b series
ions

b-NH; if
fragment
includes
RKNQ

b-H,0 if

fragment
includes

STED

C series
ions

X series
ions

Y series
ions

y-NH; if
fragment
includes
RKNQ

y-H,0 if
fragment
includes
STED

z series
ions

(18) Decoy

Hf ¢ dx I e
362d” o
n Decoy d" b gV abe ¢

H

!

L | 55, G

gf g

[ 0 F DR
er

Anzl gz
:FGSrG
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X

X l

6 H G

e nl 3
Z Y r
z =®11. FDR



(19) Start Search

e Z 6 HG

(20) Reset Form

ek hvpn °edés kD s

5-3. MIS : ek hvbn 5

MASCOT MS/MS lons Search

(1) Your name

(2) Email |

(3) search title

(4) Database(s) |SwissProt (AA)

Spectral library (SL)
PRIDE_Contaminants

Amino acid (AA)
UP5640 H_sapiens

(5) Taxonomy |AII entries

vl

(6) Enzyme |Trypsin v

(8) Quantitation |None v

(9) Crosslinking | None v|

(10) Fixed

--- none selected ---

Display all modifications [J

 |--- none selected ---

(7) Allow up to missed cleavages

Acetyl (K)

Acetyl (N-term)

Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Ammonia-loss (N-term C)
Carbamidomethyl (C)
Carbamidamethyl (N-term)
Carbamyl (K)

Carbamyl (N-term)
Carboxymethyl (C)

MS/MS tol. + (0.6 Da_v|

® Average O

(22) Decoy U

(12) (13) (14)

Peptide tol. £ [1.2 |Da ~| #13c|ov|
(ll?gptide charge |2+ v (16) Monoisotopic
(17) patafile | J7(L&ER | ERENTLFEA
(18pata format | Mascot generic v | (19) Precursor
(20)Instrument | Default v (21)  Error tolerant

(23) Target PSM FDR

e

e

O

(no target) v

@)
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(1) Your name, (2) Email, (3) Search title
i’ es Search log S o r | X Y oM w1l g zewg G >
X ° O m+ CEmail § ¢ | z Emalm i e *Hyppx ozl yor IhH X
ntl g Hl 4mbeH G

YR MASCOT Search Results

User : Monitor Test DB 0

E-mail

Search title : M5/MS Test Search
m - h:cl’_canr(“h faatatd

Database : UP5640_H_sapiens 20201007 (100,100 sequences; 40,284,240 residues)

MASCOT search log

Version: 2.8.0.1 - mskk (UC2H-LHC6-Z3V8-W62R-K3M8)
Sort/filter | Log File: | /logsiseaffhes.log Start at: (-1=end, 1:sta7rt) -1 how many: |50 ©1n log, 6 after TMers. Data A GEls?: T
presios | rJ [ [

Job# PID dbase User Name Email Title
® (@] (@) (@) (@] (@)
N | | N I I |

Copy of raw 03 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥default.pal
submitted from

1241 5016 UP564@ _H Monitor Test DB O MS/MS Test Search

1242 12096 SwissPo

Copy of mgf 02 (C:¥ProgramData¥Matrix Science¥Mascot Daemon¥parameters¥default.pa

1240 11760 SwissPo .
submitted from

1239 8376 SwissPflo  Monitor Test DB 0 MS/MS Test Search

(4) Database (s)
xd"bg“ ae zeneédbghhasz 1% 3 lex | e HG
- AA:Amino Acid, v h E
- NA: Nucleic Acid, M
- SL:Spectral Library, EV” KaD s zoHf ¢dxé8k™ hl DEWdVD

Ctrl “efizywd Kd” vl m xdWbgWwae Hl 4mbe H G

(5) Taxonomy

x L dgAn] mH GTaxonomy st ] ) dWbgW aSwissProt 1 p)x 9
0O mré st |y rdPWbghas z o JzkvhdbnAz sv e g

{)SGG H | Lem‘bGHG

KaDgd st | ! zI M MW abHv B! 0 mwe

(6) Enzyme

bl e x eb¥l|e z26&HG

(7) Allow up to

Enzym e §Gr | 3 B on st goE e z zuo Hf ¢ de Wl wembe

wedy e m H¥ne "l xsgrl X mH Gy a Trypsin mz K,Rx C e
gL s HG
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EGRNRFPFLSLSQR

Nrv wx f v Imissed cleavage weory

EGR

NR

FPFLSLSQR

nrv3 xHf ¢dxde z ¢ " Gmissed cleavage & 1 x 3 bsgay
EGRNR

NRFPFLSLSQR

X 2 x Hf ¢d1 Wl nz| 1stsnxG

(8) Quantitation

gAHl m* GMASCOT mz Spectral |Quantitation None -
None
Countn gx 1 mx ! emPAlsgr ) Zz¢ ¢ m H1 |Crosslinking |irpaq 4plex
. . iTRAQ 4plex (protein)
¥ £ sL 6 H Gy Fixed |'
i k 3 * ® nodifications T ot
1% by d mbl 4 xmzXxl e oo X TMT 2plex
3 m } TMT 10plex
v b s [MDlegr | r vy XsS6r ] 2 TMTpro 16plex
MASCOT Server m4 ®Ld mH .3 o H |
] Variable | 180 multiplex
gf gzt Lt g »nthe eXxXd xpft 1 of B |hodifications | SILAC K+6 R+6 multiplex
IPTL (Succinyl and IMID) multiplex
x 1L & HGMDJee msggr | ! SGr )z X ICPL duplex pre-digest [MD]
o . . ICPL duplex post-digest [MD]
g’ gbé&D?z 2 vMASCOT Distiller x HAIL "k eptide tol,  |ICPL iplex pre-digest [MD]
([, = ~ : ICPL quadruplex pre-digest [MD]
£ m sty Xxe m- Ge gk gk € K" x ° .ptide charge | 180 corrected [MD]
3 f i f 15N Metabolic [MD]
b xelsztts iy *Xdx B Data file | 15N + 13C Metabolic [MD]
f1lof wex L & w6 SILAC K+6 R+10 [MD] .
e v uf Sz 3 T 2] S roe a- n A vz l 2] Z Y <] S H |

grlesne zZ ®10-2.Quantit ation Pe ¢+ £ & s, G

(9) Crosslink ing

Hf ¢ dieK| ™ Ve gz m zydWpo Wl wembe M G x SOr |4
Quantitat ion 7 % bor mbl 4+ xmzxl s #He¢G e ,uyf gzdt L g
e KLU Me 3zl ° WA © nyryp.e T flef

wex b 353 . e S red WAVLz| G Z Y o S Hloog

ylenwG z®0-3.Crosslink be s f &5,6C

[ s Dber]
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(10) Fixe d Modification, ( 11) Variable Modificatio n

§AH! mHoe zuy sgr |3 v hE x x Ve z ¢ HG (10)x Fixed
z xH[|IxX®HhE sgr] zy § ® 254Gy (11) x Variable z e
Gteb"lngxrreb"l x o zenG o Ho ke £' vy y*H e
Awe Fyp1 o m syl zgffrlnrvdhKdDuwl en 6wl
zB sxV'KaDp iy e g3 ¢ gx! ebe f| Fixed¢ yz Variable x
nz l Z 6 HG
ixed |--- none selected - Acetyl (K)
modifica : Acetyl (N-term)
Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Display all madifications [J Ammonia-loss (N-term C)
Carbamidomethyl (C)
' |--- none selected --- Carbamidomethy! (N-term)
Carbamyl (K)
Carbamyl (N-term)
Carboxymethyl (C) -
KaDsg f st | z O g xf &9 mPox sarlz i3
strotvsyfloenG vixex  Fx e sthl §zF : s x | =Display
all modifications  bg¢zd” e 1 ] xKaDwvzs G
(12) Pepti de tol.
Hf ¢dx  sgr )3 x 4 ste nHf¢d xJ stwu nx m+ ©
fvw-m m xaHd” Y § fu hKFKY_ {1l xieas o gz HG
(13) #13C
mx 312C x 6 x st 1 Hf ¢dmzy# 13Ce 43 Hf e | o¢m
r b Fnpwex e uG x gl nxgatLe Wief xekhVbnmeGHE ¢ d X
s z| '"stewG { (11)x Peptideto. e TOL3 es X et L pt
exp,calc n oo 3 v4

TOL> |exp dcalc] x x3eHdA¢ndyzsw &
¥ X e 1nzwv z TOL> |exp dcalc 81| + HAd¢ndy ze G
T e 2nzy z 0s31y TOL >|expdcalc 62| + Hd¢ndy zs +G

(14) MS/MS tol.

Hf ¢dx ek hl Dx §gr |3 X sty nHfé¢d i sty nx
mrel M m  xaHd” Y s fwu hKFKW il x i°as o

Z 6 HG

30



(15) Peptide charge
z styrrekhvbimrG 2 KMdWbx schargedn pn QHF ¢dx s

Awn | w'd s Ly Iy rm ZY e sLeHGygpzan®px “aser |
Hf ¢dx " sAn) z&w v ksde | | I x FFEm zZY oz s5L & HG
ge vk m’ e # charge z3' s ' & mby " " ami nzj

charge=2+ 3+4+ rpnd st ]l srnw ruf IxgxekhmbMmwe st rnzxesl
XL & fho G

(16) Monoisotop ic/ Avera ge
v h E % ® Monoisotop ic m v x I Average m v yx © z & HG z
monoisotopic © Hl  wegnépmH G

(17) Data file
query ny ! dWbe ze HGWEBFkz ‘" m o Jrawd " bmzy £
D D alPuvz XMLE3ZVWHIDS 4s:-@4vpe W wex L e we

(18) Data format

© yD, abeg3s"HdDes XML @3V HAdDXYYbe® [fyascotgeneric v
6 3 33 x83VMWHIDe z6 6 Mascot generic

. Sequest (.DTA) i

Ll oy EE: b 3

S 5 x n z | 3=Mascot generic °(mgf nr v M Finnigan (ASC)

wet £ ntos vy eEmzML(.mzML)Pex L 3 x 35 s | % Micromass (.PKL)

t v N @3WHADS ' #6846 7 ®3-1-2.b ®3-1-4 bo PerSeptive (.PKS)
G Sciex API 111

£ AN Bruker (.XML)

mzData (. XML)
mzML (.mzML)

(19) Precursor
Z styrekh"pbrmnG 2z KWdVWhx 5 pepmass3® ;0 hHf ¢ dx miz s
Anl welds g Irrm Zyg wm/z nzl sLteHGgsz3aINdpx Yas

or | HE édxmizgAr] wede | ] 3 ox FFEmM  ZY Z 5L 646G

(20) Ins trument

gk~ hl EV" n °eHd¢w ! 3 Hlvoe | KVWB gk hlDEYWT x g
Al e ~stwybdbDmH’ .G e n!loom nxHd¢!I e
n L 3IMASCOT x lonScorewe n L 3d: | z i+ nflf)ernulene
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Default

QUAD
TOF

TOF
PSD

ESI
TRAP

QUAD

ESI
FTICR

TOF
TOF

ESI

SECT

ECD

MALDI
QUAD
TOF

MALDI
QIT
TOF

MALDI

1+
fragments

2+
fragments
if
precursor
2% or
higher

2+
fragments
if
precursor
3% or
higher

Immaonium
ions

a series
ions

a-NH; if
fragment

includes
RKNQ

a-H,0 if
fragment

includes
STED

b series
ions

b-NH; if
fragment

includes
RKNQ

b-H,0 if
fragment

includes
STED

C series
ions

X series
ions

y series
ions

y-NH; if
fragment

includes
RKNQ

y-Ho0 if
fragment

includes
STED

Z series
ions
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(21) Error toleran  t

1) " x 32) | e v Hf ¢dByw hE a 41 x g° Wl wemb)
2 . mH © Z ®10-4. Error Tolerant Searc hbx ef fos G

(22) Decoy

Hf ¢ dx I o Wi et g @FDRbe W1  embe v GFDR © zZy, z
¢ad e L] fvsC Anzlz bty s | x x L &% 6 ze®1 FDRn

Decoy d" bg+vwabef fos5,6

(23) Tar get PSM FDR
FDR © a nz| Wl oo§ zenw G z] Dx z PSM(Peptide -Spectrum Matches )3
b queryg"ax y pnylene

(24) Start Search
e ZzZ 6 HG

(25) R eset Form
gk hvpv edes kD g z#&©

54. ekh““b¥Wx m" abHvBOD

ekhvbwx s§z" abHv Be z | 1l umb ! wex | e nG

Databases
Taxonomy
Enzyme
Quantitation
Crosslinking
M odi fication

I nstrument

3n?®px Z Configuration Editor ( Home -> Configuration Editor )m & # G\ ’ S
@ | z*®3. MASCOT Server x" a bHv Bbe ¢ f 55,6

I o Lo [ Xz "kVW" k _MASCOT Server x 3 m# Gv | bMéddD m .
st |} . WMEV mMz w'emb e #ho GMASCOT Server e ab Hv Bz | ¢ by
zZ X ® £ fos, G
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5-5. Database

MASCOT mz nzl ydvbgnae S A IV ¢ 6 zxl e gheC
fnw e s'pgl gpdvbghae m ! ex L& we

MASCOT m O ydv"bg"az bf =] XL ene

AA : Amino Acid v h E

NA : Nuclei ¢ Acid Y

SL : Spectral Library : EW” Ka D 5 zoHf ¢dx&8k™ hl DEWdnb

d¥ b g¥ az>Database Manager *mi d“bg" asgr | 2 % e fwl3d f
dWbgvax 2°¢ fwelwl wmber6 T d¥bgWax 15gr | z3IMASCOT m
fguok “d"bgva o “stwixyd 4l n3 m  zwu FASTA
ée v kepdDnH | w | & v GDatabase manage r 5 ¢,r | Z X e z |
ol eHvxmbhiesr f£fos6C

http s://www.matrixscience.co.jp/suppo rtpd /MASCOTServer ver26 sequencedbmanage.pdf

8-349 9-3m w1+ yg3IMASCOTmzd"bg"asyr?| DKo Wioombe e

wd - sz | DKW x  dubgnace zlzecvn @ e frflze;

I sHf¢d Yble  x 't L oz pf | ze 8 nG f I %
(_jl/lbgl/lae H | wex | s HG

Hl T bdWbgVawfnydyg 3 X n z | ®SwissP rot be z| £ e

(p\JstHGi[ r‘ e& H Eldl/lbgl/la LeUPn] 6 | w S
Ae Lt ]l IUniprot xd"bg¥vax ephdDz| Hl 4 g f 28 HG

- 1 IMASCOT e Predefined n z | z|lrldWbgaxvh F 4 xsogr ) ®
rHZBHG
n SwissProt

http s://www.expasy.org/sprot/

Uniprot d " bg¥ax x gm3EBI(European Bioinf ormatics Institute ) n SIB (Swiss

In stitute o f Bioinformatics )g * | « stygbl e’ xd"WbgWwatbNz| DKW z |13
6 Hdhvl H HEKv]| DM H dWbgvapxKl yp3 stwvEDV ]
e m st reHCG X zmbl sn ' vs st )] 3
m565254 xdYbuwe st),e"Gx2z] DKV zTig Lxsl wex L s the G
n Uniprot g MASCOT d“Ybgvamz UPN.Bn 0 (Nz Bz )
https://www.uniprot.org/
v EDY_ T ] st w 0 SwissProt 51 y 3 X G zxd"bg¥a TrEMBL e
Hed"bg”amHSTrEMBL z SwissProt § [ Y s DKV wf m
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https://www.expasy.org/sprot/
https://www.expasy.org/sprot/
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219, 174,961 xdWbuw st ] & +rGSwissProt x4 xd"WbgWvas [ xT EW |

w’e £ 3ISwissProt mHd ¢z x f u X X S mH Gy & 2z Uniprot # [ | x2 | DKWY
mz . s dl xm3 e zwd"bg"ae z|ltts z|] eyxml o
z| e nG

[ esd¥bgvaebdDn ! ! sSGrlz-1
® X e f | ¢ UniprotKk Bd"Wbg¥"ax bef f 85,6

http s:/ /www.matrixscience.co.jp/supportpdf/Uniprotdb 20200915.pdf

n NCBlprot ( NCBInr )

NCBI (National Center for Biotechnology Information m . st |l ble” dWbg¥wa
enrbm+ Genrbn z =#non-redundant ®x m+ wed SZ3° B xd" buwe f st |
ol 3t e 2l DKV x qnyrflrencygl J xd"bgvanz)|
SwissProt ¥ X nzl s | e 2|l r® z2uyCzy 2 z 21 DK
s+t | MASCOT Server mx “pdDv dfe srflzefw xi3 0 z |

ol e oG nl g % Uniprot x o pdfz[, 816G

n IPI
Interna tional Protein Index s | x @) . st 35 1 #xTv- gt f] st u
bl e~ xd"Wbgvwam+G2011 9 g x KKWawe ntix stlryruf3
Z mHG

n XXXXX_EST (Human_EST | p)

EST n z Expressed Sequence Tag % mM3IcDNA kv Fk Kx §X ul &8+ GnRNA
Kgkmx' & it |l dvbgvanfbl e’ dWbg¥amz gyxd v
f Hf ¢d ypre stl wli stew6y mHAElIT s xabDdfs osi#,
gf3 e f| st egufzewd w oy oMy St B T ¢

e flﬂrva

n NIST_XXXX_YYYY (NIST _Human HCD 7 p)
Ev- Kab™ s zweHf¢dxék hl DE“X  d¥bg¥ am3NIST National

Institute of Standards and ~ Technology,s| . 2| r !4 xmr G

N PRIDE_XXXX X (PRIDE Human | p)
Ev” Kab™ s zoHf ¢dxeék™ hl DEV™X ,d" b g"am3data repository
site x PRIDE’ Proteomics IDEntificat iondatabase , 5| . z| r !+ x mn G

tx xd"bghasgr | x z- 1T XHWA®eg f55,6
http s://www.matrixscience.com/help/database help.html
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5-6. Search form defaults

®Access Masco t Server PHV Ax 51 7 § ®Search for m def aults bry ¢ v wex L e Wy G
=preferred  default settings PK|1 ™~ e~ Kd”~ zr v mekh"bebdDe CRIEN

x search form™ e 4 3 led & 3 k ¥ nzl| atwu srflre
H G

MATRIX
SCIENCE [ search this site |

Jteel= N T SVl  Database search help  Contact  Useful links

Mascot database search > Access Mascot Server

Access Mascot Server More info

You can submit searches to this Mascot Server using the web browser search forms, below.
This is ideal for interactive searches, where you are experimenting with the search
parameters. For automated searches of batches of files, try Mascot Daemon. Links to install
Mascot Daemon on a Windows PC can be found on the home page. You can also submit
searches from Mascot Distiller and many instrument data systems and third party software
applications.

> Mascot overview

> Search parameter
reference

v

Data file format

Results report
overview

v

Peptide Mass Fingerprint

The experimental data are a list of peptide mass values from the digestion of a protein by a
specific enzyme such as trypsin.

Perform search | Example of results report | More information

Sequence Query

One or more peptide mass values associated with information such as partial or ambiguous
sequence strings, amino acid composition information, MS/MS fragment ion masses, etc. A
super-set of a sequence tag query.

Perform search | Example of results report | More information

Mascot database search [Agelslile w3 r="e gl o lor=] IE=T]o]0 o] u i I'e=11 21107 BN 1\ [=

MS/MS Ions Search

Access Mascot Server | Database search help
Identification based on raw MS/MS data from one or more pepti

Perform search | Example of results report | More information Mascot database search > Access Mascot Server > Set Search Defaults

s 2 browser cookie. Set Mascot search form defaults

Database |contaminants
CRAP

SARS-CoV-2

UP186698_X_laevis <

Taxonomy |AII entries v
Enzyme | Trypsin v
missed cleavages

Fixed |Carbamidomethyl (C) -

modifications |Carbamidomethyl (N-term)
Carbamyl (K)

Carbamyl (N-term)

Carboxymethyl (C) -

Allow up to

Vi ble 'MTRAQ:13C(6)15N(2) (N-term) -
modifications |MTRAQ:13C(6)15N(2) (Y)
NIPCAM (C)
Oxidation (HW)
Oxidation (M) -
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6. [ ‘PMF
¥ x mz MASCOT PMF SeR! i sor | z6 HG
Cal m ozl sorl
PMF x nz] MASCOT Server § Wl o1 X [ zs HG
[ . . v EW]http s://www.matrixscience.com/cgi/master_results.pl?fil e=../data/F981122.dat
[k v k. v EW]http://lo calhost /mascot/cgi/master results.pl?file=../data/F981122.dat
18 xEM" ed¢ s query’ 1 .m3- 1 x'vrekh"b" “HPr.e fwv mwo
stl bl e z®=ML_HUMANbPpy L &+ G
-
2?4.430 )
958.350
1000.330
1165.390
1182.440 Data base Swiss Prot
1191 500 Enzyme Try psin/P
1300.470 Allow upto 2
1320.400 Taxonomy all
1348.410 Peptid e tol, 0.2 Da
1355.530 Mass Values MH+
1423. 520 Monoi sotopic/ Average Monoisotopic
1426.570
1624.740
2265.110
2544.410
2550.300
C): 2653.390
J J
6-2. X : summary
6-2-1. . zy. mx T
URL® WEBFkz " m 'z i’ e fn x'.yr e L& nG X mf 0
yNenwDmd st | ! sgr | 3 S 26 HG



https://www.matrixscience.com/cgi/master_results.pl?file=../data/F981122.dat
http://localhost/mascot/cgi/master_results.pl?file=../data/F981122.dat

MRS Mascot Search Results 6-2-2 GdCv

User

Email :

Search title : Peptide Mass Fingerprint Example

Database : SwissProt 2019 10 (561356 sequences: 201858328 residues)

Timestamp : 9 Jan 2020 at T1:23:29 GMT

Top Score : 185 for PML_HUMAMN, Protein PML 0S=Homo sapiens 0¥=9606 GN=PML PE=1 S¥=3

Number of Hits

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 70 are significant (p<0.05).

T T T T
40 80 120 160 200
Protein Score

Concise Protein Summary Report

‘ Format As ‘ [ Concise Protein Summary v | Help

Significance threshold p< Max. number of hits

Preferred taxonomy | All entries v

Re-Se:
1.

arch All ‘ | Search Unmatched ‘ _
PML HUMAN — Mass: $743% Score: 185 Expect: 1.82-013 Matches: 16 _
Protein PML 03=Homo sapiens 0X=8606 GN=PML PE=1 SV=3

EECA ROSCS  Mass: 37935 Score: 49 Expect: 6.7 Matches: b

Protein Rech 05-Roseif lexus castenholzii (strain DSM 13941 / HLOS) DX=383372 GN-rech PE=3 S¥=1

[F5A PYRAY Mass: 14583 Score: 47 Expect: 11 Matches: 4

Translation initiation factor 5A 05=Pyrobaculum neutrophilum (strain DSM 2338 / JCM 9278 / Y245ta) 0X=444157 GN=elF5A PE=3 S¥=1

WADD CHLLZ Mass: 22438 Score: 44 Expect: 20 Matches: 4

Probable micot inate-nucleat ide adenylyltransferase 03=Chlorobium limicola (strain DSM 245 / NBRC 103803 / 6330) 0X=290315 GN=radD PE=3 S¥-1
RMS10 HORSE Mass: 23926 Score: 42 Expect: 39 Matches: 4

Inact ive riboruclease-like protein 10 05=Equus cabal lus 0X=9796 GN=RMASET0 PE=2 V=2

MURC IDILD  Mass: 52994 Score: 42 Expect: 38 Matches: 5

UDP-N-acetyImuranate--L-alanine |izase 03=Idiomarina loihiensis (strain ATCC BAA-735 / DSM 15407 / L2-TR) O=233942 GN=murC PE=3 SV=1
TRGYE HUMAR Mass: 13327 Score: 41 Expect: 41 Matches: 3

T cell receptor gamma wariable 8 03=Homo sapiens 0X=9606 GN=TRGY8 PE=1 S¥=1

CLFP1 BIFLO  Mass: 25812 Score: 40 Expect: 54 Matches: 4

ATP-dependent Clp protease proteolvtic subunit 1 03=Bifidobacterium lonaum (strain NCC 2705) OK=208672 GN-=clpPl PE=3 SV=1

VGLG AMWPY1 Hass: 64475 Score: 40 Expect: 59 Matches: 6

Major surface glvcoprotein G 05=Avian metapreumovirus (isolate Carada goose/Mirnesota/15a/2001) 0X=652954 CN=G PE=3 S¥=1

[SFOF CAMJS Mass: 41632 Score: 40 Expect: 60 Matches: 5

LUTC GEOSH Mass: 26930 Score: 34 Expect: 2.4e+002 Matches: 4

Lactate utilization protein C 0S=Geobaci|lus sp. (strain WCHVO) OX=471223 CN=1utC PE=3 SV=1

RohH PARDP  Mass: 34298 Score: 34 Expect: 2.4e+002 Matches: 4

Ribosomal RMA smal| subunit methy|trarsferase H 05=Paracoccus denitrificans (strain Pd 1222) 0X=318586 (N=rsmH PE=3 S¥=1
PHEA MYCBO  Mass: 33613 Score: 34 Expect: 2.5e+002 Matches: 4

Prephenate dehydratase 03=Mycobacterium bovis (strain ATCC BAA-935 / AF2122/97) (O¥=233413 Gh=phed PE=1 SV=1

PHEA MYCBP  Mass: 33613 Score: 34 Expect: 2.9¢+002 Matches: 4

Prephenate dehydratase 03=Mycobacterium bovis (strain BCG / Pasteur 1173P2) 0X=410289 GN=phed PE=3 S¥V=1

PHEA MYCTA  Mass: 33613 Score: 34 Expect: 2.5e+002 Matches: 4

Prephenate dehydratase 05=Mycohacterium tuberculosis (strain ATCC 25177 / H37Ra) OX=419947 GN-=pheh PE=3 S¥=1

Search Parameters

Type of search : Peptide Mass Fingererint

Enzyme

: Tryesin/P
Mass values : Honoisotopic

Protein Mass = Unrestricted
Peptide Mass Tolerance = * 0.2 Da
Peptide Charge State : 1+

Max Missed Cleavages

Number

of queries - 18

Mascot: http://www.matrixscience.com/
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User

Emai l :

Search title : Peptide Mass Fingerprint Example

Database : SwissProt 2019 10 (961356 sequences; 201858328 residues)

Timestamp : 9 Jan 2020 at 11:23:29 GMT

Top Score : 185 for PML_HUMAM, Protein PML 0S=Homo sapiens 0¥=9606 GM=PML PE=1 S¥=3

@5-3 PMF ekh"obv g b th)+ fos5,0

User : ek hv bveyourname bm ZY

Email cekhvpbVWeEmail bm zw

Search title : e k hv p» =Searchtitle bm Z4Y

Database : nzwd“"bgWwanEWAT |3 n a

Taxonomy ek h" bveTaxono my bm Z Y ) zZ|l r!l nbxd G
X #1 DKV

Timestamp : . /

Top Score c+ ra vnrfuwbl e o v3Accession, Description

Mascot Score Histogram

Protein score is -10*Log(P)_where P is the probability that the observed match is a random event.
Protein scores greater thanare significant (p<0.05).

Number of Hits

O T T T T T T T T T
0 40 80 120 160 200
Protein Score

' e MASCOT Score, z+t xa~ ve @gz| DKW x m#G

0 X mf "L oy (70)e a m3 a t1 ra”ve gble w
MASCOT m sl g bl e bpnppleng

23 keéx x VaBvlg B s 'zewe kéx x vat LR s
ble” w wlnbd ble” wogxfesrnez z3Ys +a " vwe rble”

Qis

x Vax re #l o w gyxfw Z ble” wgogxdfpxfuvrnez zsH

¢ ble” w gxfw Z m3 SGr | Ho § L &nGC

1 ble” wagxdirxfe z dvbY ekhubpue z | mbyxfu
e HlXEI Y e Z.l 2] o | e(qustG
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cAD |

‘ gsw.w \{;
| @ concsse summary Report (jcatar.. | | b - B - O 8 - A-SP)- 0-I74(5)> y-L0) - @ 7|

& Concise Summary Report (../data/2... | - - o AT D748 Y-UQ) v B

| fararmio Mo scot Search Results LG Mascot Search Results

Email

¢ SwissProt 57.15 (515203 sequences; 181334896 residues)
7 Jun 2010 at 01:40:30 @
Top Seore : 105 for OPSD HUMAN, Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

: SwissProt 57.15 (515203 sequences; 181334896 residues)
s 7 Jun 2010 at 05:08:18 GT
Top Score : 54 for TOPL_SALTI, DNA topoisomerase 1 OS=Salmonella typhi GNetoph PE=3 SV
Mascot Score Histogram Mascot Score Histogram
Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

Protein score is -10*Log(P), where P is the probability that the observed match is a random event. Protein scores greater than 70 are significant (p<0.05),

Protein scores greater than 70 are significant (p<0.03).

‘ W ]
|R—SHERENELR QO A bS53 b | FRE-F: 8

— FESROIREIE

| Concise Protein Summary v | Help
Significance threshold p< Max. number of hits |AUTO

Preferred taxonomy | All entries v
Summa ry 07 xeé3VWHdDe zuyB® | guvuvkxexport © | &HG
Protein Summary / Concise Protein Summary / Export Search Resu lts
Significance thresho  Id : a x pvalue ¥ x~ Mamz Expect n gne y 15, °
28 HG 5, 3p a w z, gyrlewne
Max. number of hits Hlbl e 3z GAUTO®
Preferred taxonomy : s th! Gbl e” x1gx%x2%|1 DKY X
2] DKWe st ]! fnwxl evé ekhWb4=taxonomy b
x L 8z2z]DKW"s st | ] nlls el
mbl g 3 st z#1 DKV sd¢gs3 kDm " it e
xomrG idekh"bvm zv n dxs|r!
n RI L1 2] DKUY LI g st ygnpuxl en6
Preferred taxonomy Xx e v m3 Z | s #! e

zyd xg Lyl wmbe

\ 0 3gormat As Hbl e fiv r nm sake | i e | 0l
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| Re-Search All ‘ | Search Unmatched ‘

e 1l Hb ]l mrG=Re-Search All bz d”"b | e { g3I=Search Unmat chedbz
|

G © ywuble sHd¢zw x° v | xEU" & | © &8 HG

1. FML HUMAN Mass: 97489 Score: 185 Expect: 1.82-012 Matches: 16
Protein PML 0S=Homo sapiens OX=9606 Gh=PML PE=1 3W=3
FECA ROSCS Mass: 37935 Score: 48 Expect: 6.7 Matches: b
Protein Rech 05=Roseif lexus casterholzii (strain DSM 13941 / HLO8) Ox=383372 GN=rech PE=3 3V=1
[FhA PYRWY Mass: 14588 Score: 47 Expect: 11 Matches: 4
Translation initiation factor BA 05=Pyvrobaculum reut rophilum (strain DSM 2338 /7 JOM 9278 / V245ta) OX=
WADD CHLLZ Mass: 22433 Score: 44 Expect: 20 Matches: 4
Probable nicot inate-rucleot ide adenv|vitransferase 05=Chlorchium limicola (strain DSM 245 / NBRC 10380
EME10 HORSE Mass: 23926 Score: 42 Expect: 39 Matches: 4
Iract ive ribonuclease-|ike protein 10 03=Equus caballus OX=9796 GW=RMASET0 PE=2 3W=2
MUEC IDILO Mass: 52994 Score: 47 Expect: 39 Matches: &
UDP-N-acetyImuramate--L-alanine |izase 05=Idiomarina loihiensis (strain ATCC BAA-T35 / DSM 10497 / L2-

TEEWS HI bdAkI Mace- 13327 Srore- A1 Fvrnect- 41 Matchee- 3
ze 133" v xfueble sgr] 5L 86 z-1x L mne
Accession dWpbgWaxIiDe steHGEuveUK|  grfl 7 KA #lnl
Z wd st | ) =ProteinView bx  w b e # GProtein View x

z 6-3ef fovs5,6

Mass ble” x m3d"bg¥vas st || X 4 G
Score : MASCOT Sc ore¢  x z a © ]l e zswuG [ 3z
n wt Lt fHd¢z]| ) ¥ne 260G
Expect : Score ny a °ynsg stwv Gkl CHHdC¢®fw® s zW
d¥bg“ayipt i, x2l DKM wegyf |l xe = bmH G
a © |1 3 w005deéskD X bl sEgplewcp
a z =Significan ce threshold p< bx n z & MGy S Gr | X
7 @8-4. bl e :Hdél na” v3 a 3{ begy 75,6
Matches :Hd ¢zuEV" G
Description dMDQMQ_\IZlDKM)SGdCMSﬁ st ] 13pl e Xﬁ §An
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Search Parameters

Tvpe of search : Peptide Mass Fingerprint
Enzyme : Trvesin/P

Mass wvalues : Monoisotopic

Protein Mass : Unrestricted

Peptide Mass Tolerance : * 0.2 Da
Peptide Charge State 1+
Max Missed Cleavages : 2
Mumber of queries : 18

S zwvekhWwbpve  z 5.1 PMF: ekhnpn 5 beg fos 6

Type of search : MASCOT 3 g,% Xv RQigL x ©

Enzyme : ebwvw]éc

Fix ed modific atio n 4 4w ( x08 G 0 §SzA8L | rpr )G

Variable modification : Awllzyp " Wae Ho
( X866 0 szdertgp. )

Mass values N s vvhE x e=EMonoisotopic Py ®AveragePby ©

Protein Mass bl e X

Peptide Mass Toleran ce:Hf ¢ d x Hd¢l ™ g¢n) J

Peptid e Charge State : EY™ x ° 8 MH+yx Mryx M-H-

Max M issed Cleavages : Enzyme sgr |3 0BE N sL gsl o Z Z Y
Hf ¢de 1 embl w3 em wsrne  +l g5
Grl X

Number of queries . dvubxEN-

6-3. Protein View

Summary = x mbl e~ X0 wéveUKI|I™ gypflre® xévelK| e
T Kd #ln3AHd¢zubl e” sgr )t oz, wdst | ! =Protein Vi ewbx  n
r[GH° VG
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MINE MASCOT Search Results

Protein View: PML_HUMAN

Protein PML OS=Homo sapiens 0X=9606 GN=PML PE=1 SV=3

Database: SwissProt
Score: 185

Expect: 1.8e-013
Monoisotopic mass (M,): 97489
Calculated pI: 5.88
Taxonomy: Homo sapiens

Sequence similarity is available as an NCBI BLAST search of PML HUMAM against nr.

Search parameters

Enzyme: Trypsin/P: cuts C-term side of KR.
Mass values searched: 18
Mass values matched: 16

Protein sequence coverage: 23%

Matched peptides shown in bold red.

[

MEPRPRRSPR POUDPARFUE PTMFFFETPS EGROPSFSFS PTERAPASEE
51 EFQFLRCQQC QAERKCPKLL BCLHTLCSGC LERSGMQOCPI CQRFWELGRD
101 TEALDONVFFE SLORRLSVYR QIVDAQRVCT RCHEESADFWC FECEQLLCRE
151 CFERHQWFLE HEARPLAELR NQSVREFLDG TRETHNIFCS HENHRTETLT
201 SIYCRGCSKP LCCSCALLDS SHSELKCDIS AEIQQRQOEEL DAMTQALQEQ
251 DSAFGRVHAQ MHARWGQLGR ARAETEELIR ERVRQVVAEV RAQERELLER
301 VDARYQRDYE EMASRLGRLD AVLORIRTIGS ALVQRMECYR SDOEVLIMEG
351 FLRQALCRLR QEEFQSLOAZ VRTDGFDEFK VRLQDLSSCI TQGEDRRVSE
401 HLSPERASTP RDPIDVDLEE ERERVEROVQ ALGLAERQPM ANVVOSVEGLH
451 PVEVYAFSIK GPSYGEDVSN TTTAQKRKCS QTQCPREVIK MESEEGKEAR
501 LALRSSPEQFR FPSTSEAVSFP HLDGFPSPRS PVIGSEVFLF NSNHVASGAG
551 EAEERVVVIS SSEDSDRENS SSEELDDSSS ESSDLOLEGF STLEVLDENL
601 ADPOAEDRPL VEFFDLEIDNE TQKISQLREAV NRESHEFRVVI QPERFFSIYS
651 HLVSLEVGLQ HFLSFLSSMR RPILACYKLW GPGLENFFREL LEDINRLWEF
701 QEAISGFLAZ LPLIRERVPG ASSFELENLL QTYLARWMSE RSZMALVLAM
751 RDLCRLLEVS PGPOLAQHVY PFSSLOCFAS LOPLVOLAVL PRRERRLLAL
801 ENVSFMELLS RHRRDRQGGL KKYSRYLSLO TTTLPPRQPL FNLOALGIYF
851 EGLLEGPLLL RAEGVSTPLL GRGLAERASQ Q5

nformatted sequence string: 882 residues (for pasting into other applications).
Sort by ® residue number ) increasing mass O decreasing mass
Show  ® matched peptides only O predicted peptides also
Start — End Observed Mr(expt) Mr (calc) Delta M Peptide
g - 33 2882.5000 2881.4927 0.1150 2 E.SPRPOODPARP MPFFETPSEGER.Q
34 - 44 1152.4400 1181.4327 -0.134% 0 R.QPSPSPSPTER.A
43 - 54 1423.5200 1422 .5127 -0.1652 0 R.APASEEEFOFLRE.C
161 - 170 1151.5000 1190.4927 -0.15%2 1 E.HEARPLAELR.N
308 - 315 L3300 999,3227 -0.0740 0 R.DYEEMASRE.L
319 - 325 4300 §13.4227 -0.0451 0 R.LDAVLOR.I
359 - 372 L7400 1623.7327 -0.1365 1 R.LROEEPOSLOAXVR.T
361 - 372 L3300 1354.5227 -0.1613 0 R.QEEPOSLOAAVE.T
361 - 382 L3000 2549.2927 0.0417 2 E.JEEPQOSLOAAVETDGFDEFEVE. L
373 - 380 .3500 937.3427 -0.0653 0 R.TDGEDEFE.V
- 500 L3500 1154.3827 -0.1253 1 E.MESEEGEEAR.L
- 515 4700 1299.4627 -0.17%2 1 R.SSPEQOPRPSTSE.A
518 — 529 1426,5700 1425.5627 -0.1737 0 K.AVSPPHLDGPPSFR.S
530 - 555 2633.3%00 2652.3827 0.1048 0 R.SPVIGSEVFLFNSHHVASGAGEAEER.V
574 - 594 2265.1100 2254.1027 0.0735 0 R.ELDDSSSESSDLOLEGFSTLR.V
595 — 616 2544.4100 2543.4027 0.1120 1 R.VLDENLADPQAEDRPLVFFDLE.T
o match to: 1320.4000, 1345.4100

.0 . s
S S -
L 0
=
£ CTLTTTTTTTTTT e mmmmm e m T
Yo B
% .1
T T T T T T T T T T T 1 T T T T T T T T T T
500 1200 1600 2000 2400 2800 1] 1200 1600 2000 2400 2800
RHS error 90 ppm Hazs (Dad  RHS error 90 ppm Hazs (Dad
] PMIL. HUMAN Reviewed; E: in,
o P235%0; ESPBR7; P29551; P29592; P2953%3; QO( Q15359; Q55FP%; QBWUAD:
Lz Q9%6541; QO9BPWZ; QSBWPT; Q9BZXe; QSBIX7; Q9BZX3; QS%BIXS9; Q9BIZY0; QSBIYZ:
- Soooasl
3 mfntu\ rs&r vl 24 z6& HG
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Protein View: PML_HUMAN

Protein PML OS=Homo sapiens OX=9606 GN=PML PE=1 5V=3

Database: SwissProt
Score: 185

Expect: 1.8e-013
Monoisotopic mass (M,.): 97489
Calculated pI: 5.88
Taxonomy: Homo sapiens

Sequence similarity is available as an NCBI BLAST search of PML HUMAN against nr.

HW A X sbl e~ x Acession n Description we S gL eHG | .7 x

sL 6 HG
Data base : zygdWbgWa G
Score : MASCOT Score€
Expect : Score n a °4ns sty G a e | !
Expect= 0.05 nyt | GExpect i 0.05t | s, G
Monoisotopicmass ( Mr): d" b g"ax x 9 stuybl e x G
Calcula ted pl cd"bg¥ax x 9 sty G
Taxono my : G
cyY ble” x e ANCBI x BLAST f k™ kH Hl gt xKI7 e
sL &6 HG

Search parameters

Enzyme: Trypsin/P: cuts C-term side of KR.
Mass values searched: 18
Mass values matched: 16

Enzyme : eb¥® ]G

Massvalues searched :~ 2 KU EW™ & 2z K/ g wedet ] | 3
“aKMDADe -reb”ls 8 | Ad¢l g ve
zeHwed zKUW ey, 8 e sty Zt X X
EV. sL 6 HG

Mass valu es matched  : nHd ¢zeEn- G
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1
51
101
151
201
251
301
351
401
451
a01
551
601
651
701
751
BO1
B51

MEPRPARSFR
EFQFLRCQOC
TEFALONVEFE
CFERHOWELE
SIYCRGCSEP
D3AFGAVHRO
VDARYORDYE
FLRECALCELE
KLSPELLSTE
EVEVYLFSIK
LERSSPEOFR
EAEERVVVIS
ADPQAREDRPL
HRVSLEVGLO
QEAISGELAR
RDLCELLEWVS
HNVSFMELLS
EGLLEGEALR

FOODFPARFOE
QAELKCPELL
SLOQEELSVYR
HEARPLAELR
LCCSCRLLDS
MHRLVGOLGR
EMASRLGRLD
OEEPOSLOAR
RDPIDVDLEE
GPSYGEDVSH
PSTSERVSPP
3SEDSDRENS
VEFDLEIDKE
HFLSFLSSMR
LPFLIEEEVEG
PEPQLAQHVY
AHRRDRZGGL
FAEGVSTFLRE

Protein sequence coverage: 23%

Matched peptides shown in bold red.

FTMFFPETFS
BCLHTLCSGC
QIVDRQIVCT
HQSVREFLDG
SHSELKCDIS
LRRETEELIR
AVLORIRTGS
YETDGFDEFE
ELAERWVELOVO
TTTROKRECS
HLDGFPSFRS
JFSEELDDSES
TQKISQLLLV
RPILACYHELW
ASSFHLENLR
PFSSLOQCFLS
EKYSREYLSLO
GRGLAERASD

EGREOFPSFSFS
LERSGMQCEI
RCEKESADEWC
TREKETHNIFCS
BRETQQROEEL
EREVROVVAEV
ALVQBMECYL
VERLODL35CT
ALGLAELQPM
QTQCPREVIE
PVIGSEVELP
ESEDLOLEGF
HRESKFEVVI
GPSGLENFERA
QTYLARNMSE
LOQPLVQLAVL
TTTLEELQER
Qs

FTERAFPASEE
CQAPWELGRD
FECEQLLCLE
NENHRTPTLT
DAMTQRLOEQ
RAQERELLER
SDQEVLIMHEG
TOGHDAAVSE
LIVVOQSVEGRI
MESEEGEEAR
NENHVASGAG
STLEVLDENL
QPELAFFSIYS
LEDINELWEF
RSAMRIVILY
PEAELRLLAL
FHLOATLGTYF

X

rlbloe” s z|Hd¢zuHf ¢dupx wgxwel xyx3e vt XM §06r | X%
we st e HGCoverage n z 3 s HIHA¢HT ¢d G xv mrGHA¢ zw
Hf ¢ d ® X m sL ], 8HG
Unformatted sequence string: 882 residues (for pasting into other applications).
Sort by ® residue number ) increasing mass i) decreasing mass
Show ® matched peptides only O predicted peptides also
Start - End Observed  Mr(expt) Mr (calc) Delta E Peptide
8 - 33 2882.5000 28B1.45%27 288B1.3777 0.1150 2 ER.SPRPOODPARPOEPTMPFPFETPSEGR.Q
34 — 44 1182.4400 1181.4327 1181.35&77 -0.134% 0 R.OPSPSPSPTER.A
45 - 5§ 1423.5200 1422.3127 1422.5779 -0.,1632 0 R.APASEEEFOFLE.C
161 - 170 1191.5000 1190.49%27 1190.6520 -0.1592 1 K.HEARPLAELR.N
308 - 315 1000.3300 999,3227 999, 3987 -0.0740 0 R.DYEEMASE.L
319 - 325 814.4300 513.4227 813.4708 -0.04581 0 R.LDAVLOR.I
359 - 372 1624.7400 1623.7327 1623.8692 -0.1385 1 ER.LEROEEPQSLOAAVE.T
el — 372 1335.5300 1354.3227 1354.5841 -0.1613 0 R.OEEPQOSLOAAVE.T
361 - 382 2550.3000 2549.2%27 2549.2510 0.0417 2 R.OEEPOSLOARVETDGFDEFEVE. L
373 - 380 958.3500 957 .3427 957.4080 -0.0653 0 R.TDGEDEFK.V
491 - 500 1165.3900 1164.3827 11s64.5081 -0.1253 1 K.MESEEGEEAR.L
504 - 515 1300.4700 1295.4627 1299.6419 -0.1792 1 R.SSPEQFRPSTSKE.A
516 - 529 1426.53700 1425.353627 1425.7363 -0.,1737 0 K.AVSPPHLDGPFSPR.S
530 - 555 2653.3%00 2652.3827 2652.2780 0.1048 0 ER.SPVIGSEVFLPRNSHHVASGAGEAEER .Y
574 - 594 2265.1100 2264.1027 2264.0292 0.0735 0 R.ELDDSSSESSDLOLEGPSTLR.V
585 - 6l6 2544.4100 2543.4027 2543.2%08 0.1120 1 ER.VLDENLADPOAEDEFPLVFFDLE.I
Ho match to: 1320.4000, 1343.4100
. Lo C L. v .
sd st xX7s5z3IHd¢zuHf ¢dw hE dés kD x .S *mKab
st l ;p 8 H G
Unformatted sequence stri ng a n s o EVzUYnfr |l HW Aw beHG
UfK‘l/l)vf!m e ZYr S mHG



Sortb y KaDx & © © &

Show n wHd ¢z v
EV- s ! y e

Start -End |l e~ SeRlvhE

Observe d MW" KaDg4¥ v kxmiz6

DG
s ! XHHd(;Z_rfo

X / e

¢dxo«KabDs
Zz 6 HG

Io G

Mr(expt ) EV" KalDy x¢ steHf¢dx ©
Mr(calc ) x 4 st yHf ¢dx G
Delta - Mr( expt) Mr(calc)G
M : Missed cleavage G
Pepti de Hf ¢ d G 4 48] z i st eHG
D T S P L e e P
g B oo
Iﬁ ¢| ---------------------------------------------- Iﬁ
£ t—50 ——————————————————————————————————————————————
iR, [ RS T “ 400 Foo S S CEITTTEEEEE R
8&0 I IZIOO J 16|00 ZDIOO I 24|0-0 I ZBIOO I so'o I 12.|00 lﬁIOU I 20|00 I 2-14'."0 I ZBIOO I
RHS errar S0 ppm Mazs (Da) RHS error 90 ppm Hass (Da)
HYAT m st |}  kéznt sev” xHdAC] “x o v kém? w Dalfje
ppm m st | e nCni gt d"b xHf¢ m3 e mreder |

weM 1rble” mex kéew nl m3e k h ¥ ZY [ (peptide tol. )x
e mxfexpvyew #l s mbene
D FMI. HUMAN Reviewed; 3E2 AR,
il P2485%0; ESPBR7; P29551; P25592; P295%3; (Q00755; Q15959; QS53%FPS: QEWURD;
i Q%8541 ; Q9EBPWZ2; QSBWPT; Q9BZXe; QSEBZX7T,; Q9BZK3; QSBIX9; QSBZYO; QSBIYZ;
i QSBZY3;
DT 01-APR-1953, integrated into UniProtKE/Swiaz-Prot.
DT 25-NOW-2008, sequence version 3.
DT 02-JON-2021, entry wversion 243.
LE RecName: Full=Protein PML;
LE AltName: Full=E3 SUMO-protein ligase PML;
LE EC=2.3.2.- {ECO:0000269|PubM=d:205872 456, ECO:0000269| PubMad: 28250117} ;
DE AltName: Full=Promyelocytic leukemia protein
DE LltName: Full=RING finger protein 71:
DE AltName: Full=RING-type E3 SUMC transferase PML [ECO:0000305};
LE AltName: Full=Tripartite motif-containing protein 19;
LE Short=TRIM1S;
GH Hame=PML; Syncnyms=MYL, PP3675, ENF71, TRIM1S;
o5 Homo sapiens (Human).
cC E ryota; Metazoca; Chordata; Craniata; Vertebrata; Eutelecstcomi; Mammalia;
oC Eutheria; Euarchontoglires; Primates; Haplorrhini; Catarrhini; Hominidae;
cC Homo.
(44 HCBI_TaxID=924606;
EN [1]
E NOCTEQTTNRE SEQUEMCE [MBME] (TSOFOBM PMT.—3) LMNT NMTSERSE
X T szble % ' stesHGyszdWbgva m gAnl
[ wx ! X 0 sL &6 HG
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6-4. | x Export

I e guvk ol umb ¢ # GFormat As X m&Export Search Results ~ be

Z| y 4 ®FormatAs PHb] efizen G

Concise Protein Summary Report

|Export Search Results | Help
Significance threshold p< [0.05 Max. number of hits [AUTO

Preferred taxonomy [All entries ~ |

MATRIX
SCIENCE

Xéuuké3l/l|:|dDH 3

rpe z3 T x ®Export Search

Access Mascot Server ase search help Contact
ReSUItS bH b 1 ° fl " l] e ¢ k e Mzscot database search » Access Mascot Server = Export search results
sL 6 HG

Export search results

Export format
Significance threshold p<
Max. number of hits |AUTO

Min. number of sig. unique sequences

Include same-set protein hits
(additional proteins that span O
the same set of peptides)

Include sub-set protein hits
(additional proteins that span
a sub-set of peptides)

Preferred Taxonomy | All entries

* Dccasionally requires information to be retrieved from external utilities, which

Search Information

Header
Modification deltas
Search parameters
Format parameters

Residue masses [J

Protein Hit Information

Score

Significance threshold

Expectation value

a7



7. i ‘MI'S

£ % mz MASCOT MIS SeR) i s¢1| z6 HG
7-1. m z| ! SGr |
MIS x nz)| MASCOT Server § Hl o1 x i e zs HG
[ . . " EW]http s://www.matrixscience.com/cgi/master_resul ts_2.pl?file=.. / data/ F981139.dat

[k W™ k¥ EW]http:// localhost/mascot /master_results 2.pl?file=.. / data/ F981139.dat

Enzyme Trypsin/P
Fixed Modification i TRAQ4 ple x(K),iTRAQ 4 plex (N-term ), Methylthio(C)
Variable Modification Acetyl( Protein N -term ), GIn ->pyro -Glu( N-term Q ),
Oxidation(M )
Peptide tol. 0.9 Da
Fragment mass tolerance 0.6 Da
Missed cleavage 1
I nstrument ESI-TRAP
query : 33,191
x 1 3. 7xaH Dknble”  w st|r8n6
aH DKk : 2,812
bl e~ 1480 (448~ kv )
7-2. X : summary

URL® WEB Fkz“m z i e §n3 X' vyi w® te&nG X
II‘LU\IQV'DH]G st ] | S gr |3 S z 6 HG
) 4 TXA m o gx ° g§ 8 nth], ewG
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https://www.matrixscience.com/cgi/master_results_2.pl?file=../data/F981139.dat
https://www.matrixscience.com/cgi/master_results_2.pl?file=../data/F981139.dat
http://localhost/mascot/master_results_2.pl?file=../data/F981139.dat
http://localhost/mascot/master_results_2.pl?file=../data/F981139.dat

NS MASCOT Search Results

E-mail H
Search title : iPRG2008 SwissProt Mouse
MS data fil :\iPRG2008\mgf\merged.mgf
Databases :1:cRAP 20190304 (116 sequences; 38,459 residues)
2: SwissProt 2019_10 (561,356 sequences; 201,858,328 residues)
Taxonomy :1:(none)
2: Mus. (17,083 sequences)
Timestamp :9 Jan 2020 at 14:12:31 GMT

Not what you expected? Try efthe select summary.

Enzyme : Trypsin/P

Fixed modifications : FITRAQ4plex (K), AiTRAQ4plex (N-term), efMethylthio (C)

Variable modifications : Acetyl (Protein N-term), #'GIn->pyro-Glu (N-term Q), #fOxidation (M)
Mass values : Monoisotopic

Protein mass : Unrestricted

Peptide mass tolerance : £ 0.9 Da
Fragment mass tolerance : = 0.6 Da
Max missed cleavages H
Instrument type : ESI-TRAP
Number of queries 133,191

Score distribution

P Modification statistics for all protein families

Protein Family Summary

Significance threshold p< Max. number of families
Target FDR (overrides sig. threshold) | (not set) v |FDR type

Display non-sig. matches (] Min. number of sig. unique sequences
Show Percolator scores @] Dendrograms cut at
Preferred taxonomy | Al entries

P Sensitivity and FDR (reversed protein sequences)

§ permalink

Proteins (480) Report Builder Unassigned (30379)

Protein families 1-10 (out of 448)
3l[e]-
[Accession v | contains v | || Find

b1 1::sp| TRY1_BOVIN| 1600 sp|TRY1_BOVIN|

1

b2 2::CP2CT_MOUSE 1332 cCytochrome P450 2C29 0S=Mus musculus OX=..
2::CP239_MOUSE 251 Cytochrome P450 2C39 0S=Mus musculus OX=..
2::CP238_MOUSE 150 cytochrome P450 2C38 0S=Mus musculus OX=..
2::CP254_MOUSE 550 Cytochrome P450 2C54 0S=Mus musculus OX=..
2::CY250_MOUSE 487 Cytochrome P450 2C50 0S=Mus musculus OX=..
2::CP237_MOUSE 338 Cytochrome P450 2C37 0S=Mus musculus OX=..
2::CP2F2_MOUSE 470 Cytochrome P450 2F2 05=Mus musculus OX=1...

BUWNNGOR

1 kDa protein 0S=Mus m...
otein 1-like 0S=Mus musc...

»3 - 1
-| :- 2
L 3

100
80
B0
40
20

»a 2::CYB5_MOUSE 1202 Cytochrome b5 0S=Mus musculus 0X=10090 G...
s 2::PDIA1_MOUSE 1121 Pprotein disulfide-isomerase OS=Mus musculus ...
b6 2::CP1A2_MOUSE 1053 cCytochrome P450 1A2 OS=Mus musculus OX=1...
»7 2::ENPL_MOUSE 1008 Endoplasmin 0S=Mus musculus OX=10090 GN...
£:] — 1 2:RDH7_MOUSE 995 Retinol dehydrogenase 7 0S=Mus musculus OX...
__I |- 2 2::H17B6_MOUSE 594 17-beta-hydroxysteroid dehydrogenase type 6 ...

3 2::RDH16_MOUSE 497 Retinol dehydrogenase 16 05=Mus musculus O...

I I T T

bo 2::MGST1_MOUSE 860 Microsomal glutathione S-transferase 1 0S=Mu...
bio 2::RL7A_MOUSE 768 605 ribosomal protein L7a 0S=Mus musculus O...

1

5] lg]-

Expand all | | Collapse all

@® All O Non-significant O Unassigned  =[help] \ Export \ As \XML V\ _
¥Search parameters
Type of search : MS/MS Ion Search

Not what you expected? Try fthe select summary.

I Mascot: Zhttp://www.matrixscience.com/
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User
E-mail
Search title : iPRG2008 SwissProt Mouse
MS data file : D:\iPRG2008\mgf\merged.mgf
Databases :1: cRAP 20190304 (116 sequences; 38,459 residues)
2: SwissProt 2019_10 (561,356 sequences; 201,858,328 residues)
Taxonomy : 1: (ncne)
2: Mus. (17,083 sequences)
Timestamp :9S Jan 2020 at 14:12:31 GMT

@5-3 MIS ekhvwbvw g b s fos.0C
. €

User k hv bV"eyourname bm zwu G

Emai | ek pvpveEMailbm zw G

Searchtitle  : e k h¥ bV =Searchtitte bm zwu G

MS datafile : m zy dWbxguvk ©

Database (s) : nzwdWbg¥WanEWw AT |3 n a G

Taxonomy :ekh" bVW=Taxonomybm zu ) Zy x99 G x nzl
’SLlrlleKM 4 sL s HG

Timestamp : . /

@® All O Non-significant O Unassigned  [help] | Export | As [XML v
®Re-search Pz e 1l gfxHbl mH6 & y query X st f ] 3AIET |

% query A®=Non -sig nificant  b( G s o7 x f v query)@=Unassigned b( bl e sb
Z [ r query)x ° Hloembe w6

=Export bz e Hf ¢d omé&evk wlwgfxf ] mwG .y &3snHdD3

Hf ¢d/bl e X 3 e z] guvKk Wl embe G z
®7 5Export 0 st Hf ¢dgVvax i ge vk bmenfezyxmthiers
fos, G

¥Search parameters

Type of search : MS/MS Ion Search

Enzyme : Trypsin/P

Fixed modifications : ZiTRAQ4plex (K), fiTRAQ4plex (N-term), #Meth
Variable modifications : fAcetyl (Protein N-term), £GIn->pyro-Glu (N-ter
Mass values : Monoisotopic

Protein mass : Unrestricted

Peptide mass tolerance : £ 0.9 Da
Fragment mass tolerance : £ 0.6 Da

Max missed cleavages H
Instrument type 1 ESI-TRAP
Number of queries 133,191
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ek hvpu X z 395-3:MIS ekhvbpv g beyg fos;

Type of search : MASCOT 3 g, X% xv hh3 G

Enzyme ebn]6c

Fixed modification In ] ox v hE x ° s t o

Variable modification 3 uvhE x 0 n ¢t yl > MWan vy

nax e H | G

Mass values s vvhE x we3=Monoisotopic Py ®Averageby G

Prot ein Mass ble” X G

Peptide Mass Tolera nce:Hfédx Hd(f,l‘ So¢ R | G

Fragment Mass Tolerance ek~ nl Hd¢1™ 50 n! [ G

Peptide Charge State D Hi C,d X9 (precursor ve |Kgk)s

#13C :Hf ¢dgde ] 13Ce zZyg  ©

Max Missed Cl eavages : Enzy me sgr |3 G5 S L goBL o Z ZY
Hf ¢ de Hloowemb!l wdIy em rene xS
Gr | X ¢

I nstrument type Hlive | KWB &k h] DEU™ x  gAH] e
st ybdDs

Number of queries d" bx d”"b G

P Score distribution

®Score d istribution
l'n3d gxa” vxEaD
S L 6 H G Z queryEIrr Z

by

H

mHG

x query x~ k &z3:
e Mascot lons a~
m#“ 6N query st |

[plew @ x & X

Vekelxy W nrtene

r H

a
U

X &
S

Hf ¢ d x

U
v

Tz
a~ vepl

me Gbl e”

kész x

Zuva

a a” vgzr#$3
L s jho G

S 2
1Rz

¥ Score distribution

Number of Matches (le+4)

20

40 60 a0 100 120

Score

Peptide score distribution. Ions score is —101log(P), where P is the
probability that the observed match is a random event.

There are 2,366 peptide matches above identity threshold and
2,812 matches above homology threshold for 33,191 queries. On
average, individual ions scores > 32 (beyond green shading)
indicate identity or extensive homology (p<0.05).

10

Number of Hits

500 1000 1500

Protein Score

[Deprecated] Protein score distribution. Score distribution for
family members in the first 50 proteins. Protein scores are derived
from ions scores as a non-probabilistic basis for ranking protein
families.
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P Modification statistics for all protein families

@M odific ation statistics for a Il protein families bx @i e~ Kd~™ #l n3 query x v b
° At mr b $Gr |3 X e 2| DstKab st e HG
W Modification statistics for all protein families

Modification Delta Type Site Total.matches
iTRAQ4plex 144.102063 fixed N-term 2746
iTRAQ4plex 144.102063 fixed K 1732
iTRAQ4plex 144.102063 fixed C 172
Oxidation 15.994915 variable M 143
GIn->pyro-Glu -17.026549 variable N-term 35
Acetyl 42.010565 variable Protein N-term 21

¥legend
_ Reie chtusns oo tovs

Dupes ExpectRankU 1 2 Peptide
0.037 r2 GAYSLSLR significant
I 31 GFFLFVEGGR top ranking
6.4e-05 P1 GSSIFGLAPGK  significant and top ranking
1.3e-06 P1 B SSGTSYPDVLK peptide is found in all proteins in family member 1
’ 6.2e-07 :1 WVCNYVSWIK peptide is found in some but not all proteins in family member 2

6.4e-05 P1 U GSSIFGLAPGK  unigue

Legend b2 5.7e-05 b1 LNTLETEEWFFK peptide has two duplicates

0.18 b1 LNTLETEEWFFK  duplicate peptide

Right-facing triangle ( #) In the Dupes or Rank column indicates content that can be expanded by clicking on it. Down-
re-n - T facing triangle (%) indicates the content is expanded and can be collapsed. For more details about particular columns,
aLe end b 10BJ! e K d H l see results format help,

et A

Protein quantitation ratios
>

i A+ w Score 114/113 115/113
)S s CFAH_HUMAN 37559 0.962 1.129
FHR2_HUMAN 1330 0.859  1.128
S L 6 H G When quantitation method is Reporter (e.g. iTRAQ) or Multiplex (e.g. IPTL), protein ratios are displayed when a family

is expanded. Ratios in italic indicate that the peptide log-ratios do not appear to come from a normal distribution.
Bold indicates that if you can assume peptide ratios are normally distributed, the protein ratio is significantly different
from 1.0 (at significance level 0.05).

Note that lack of bold or italic can also mean that significance or normality testing has not been performed (for
example, if protein ratio type does not support it).

Significance threshold p< Max. number of families

AUTO #[help]
Target FDR (overrides sig. threshold) FDR type
Display non-sig. matches O Min. number of sig. unique sequences
Show Percolator scores O Dendrograms cut at E
Preferred taxonomy |AII entries v |
Hi bl e~ quéds,{Hl o z3 o zZ6 HG
Significance threshold p<:

2 % P X m3d &3 kDz 0056 EYAT | mz  F=Hf ¢ dxi X by

GéTarget FDR&x © il nt hiw st 3IFDR x & gHt I e S H
sL &6 HG
Max.number o f families
inz|l wlble "gvhK, X Gdés kDzAuto3nynlh a e !
bl e” ewnyf| ool mH G
Target FDR ( overrides sig.th  reshold ) :
FDR x G z *11. FDR n Decoy d" b g W abe G
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FDR ty pe :
FDRx" z| D GPSMz querye y pl xs z3Sequencez gHf ¢d sHd ¢!
query ¢ g nf | 2] DeenGC
Display non -sig. matches

a o yIHf¢dxd st xwedéskD mrwible
Hf ¢drvf ] e g sihel 33~ vm ° g sthel vl D m+ G

Min. number of sig.  unigue sequences

SU,UlSLlfl

ble” xa nzl3v v]st T du” rHf ¢derfgnr! xnrv mne
MASCOT x d €3 k Dz 1 m- 69-56m  +l+ g3 °© 2. gHl m ble” X
KaDx °erb p! wmb! 3 bler Z s flze,rene
Show Percolator scores
Percolator x e F-2 x © GPercolator x a~ vni ’e IS 5L &8 HG

Dendrograms cut  at :

v NK"bl e  x © z| 1l dl dk” kHsgr | 3a” v x dD® &e ze "G
de¢skDmz dD®¢ge zy: Om+C dD8® &x is' [] Hible w gs
enfitlygnuwlsns
Unigene index

s z3Unigene x e flV'& dVWbgYam zu x9C6Dble” e
+ g"axeévhKWs kabKl™ %l wefs “UnGene v dd” ae z i’

m Z 6 HG

Error tolerant matches : Error tolerant matches: Reliable v
Error to lerant e fuy x986 Preferred taxonomy Reliable
g ! sakb I
e | ! embewn’ I .G ’

Preferred taxo nomy :

5 ! ¢bl e” x1gx2?2| DKz 2l DKW st |l e
xlewG ekhMpMVataxonomybx | 3zz| DKWs st | ]! WIS
mbl g 3 st zdéskDm'itwe X0 mrG i 3ekhbim
zY n Jxs|r! n RiILlz] DKV is stlrnwxlent
Preferred taxonomy X e v md z | s th! e ZY s Lyl

rembe H G

P Sensitivity and FDR (reversed protein sequences)

®Sensitivity and  FDRbPx @i e~ Kd~ # | f@protein FDR x n peptide ¢ 4z PSMx FDR

X w SLSHQ vG
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Protein family members 480

above |[homology v| 2812

WwSensitivity and FDR (reversed protein sequences)

Target Decoy FDR
171

219 7.79%

Decoy results are available in fthe decoy report.

35.62%

FDRx © a nzl ZUY Zt X S
m e Z| 3¥FormatbHb] efiz| f 556
FDR§ A+ | z 3®11.FDR n Decoy dVW b g" abe ¢

bl e gAnl we nfd L gl me 6

st ] | ®ormatbP x ®TargetFDR b

fos G

J Proteins (480) H Report Builder H Unassigned (30379) ‘

§ permal

Protein families 1-10 (out of 448)

per page 1 @ M | Expand all ‘ ‘ Collapse all |

::CP238_MOUSE
::CP254_MOUSE
::CY250_MOUSE
::CP237_MOUSE
::CP2F2_MOUSE

—
[t

AU WNNGR
NNNNNNN

\Accession v H contains V| ” Find ‘ | Clear ‘

b1 1::sp|TRY1_BOVIN| 1600 sp|TRY1_BOVIN|

b2 ::CP2CT_MOUSE 1332
::CP239_MOUSE 251

150
550
487
338
470

Cytochrome P450 2C29 0S=Mus musculus OX=...
Cytochrome P450 2C39 0S=Mus musculus OX=...
Cytochrome P450 2C38 0S=Mus musculus OX=...
Cytochrome P450 2C54 0S=Mus musculus OX=...
Cytochrome P450 2C50 0S=Mus musculus OX=...
Cytochrome P450 2C37 0S=Mus musculus OX=...
Cytochrome P450 2F2 OS=Mus musculus OX=1...

Xv R X °v  z| Zex e Tx mHG

J Prote\'ni E480!| ‘ ‘ Report Builder ‘ ‘ Unassigned (30379) ‘

Protein families 1-10 (out of{448)

per page 1 @ M ‘ Expand all H Collapse all ‘

| Accession v | contains v

| Find | | Clear |

mf Nty X v Q3 480 x i zKabDvdfstw ble  x 3 448 x
b

z bl e’ &# hKWUx mnrGe&e hKWnz 2av Hf ¢de g

T kWi mpo Z ¥9-6.Protein inferencebe ¢ fovs, G

0 - "s3I1HWAs wlble” &vhKvVx
x HW Ap x 3 x . 3t z | X
54
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r ) Ng¥ hKYy

wred st g o

v

S Gr |

Z 6 HG

P2] rp3Vble” &¢hKW sz VHY nprank x w© st | 84C \
" Kd” !l bl e xHA¢l ™ gAwbk Lz bl e sv, v1lst] !
1f é d Ad é | - G
Hf ¢dx Hd¢l f pLe 5 T
Accession v” contains v ‘ Find ‘ Clear ‘
A 1::sp| TRY1 BOVIN 1600 sp|TRY1_BOVIN|
v 2 1 2::CP2CT_MOUSE 1332  Cytochrome P450 2C29 0S=Mus musculus OX=10090 GN=Cyp2c29 P
4E 6 2::CP239_MOUSE 251 Cytochrome P450 2C39 0S=Mus musculus OX=10090 GN=Cyp2c39 P
7 2::CP238_MOUSE 150 Cytochrome P450 2C38 0S=Mus musculus OX=10090 GN=Cyp2c38 Pl
2 2::CP254_MOUSE 550 Cytochrome P450 2C54 0S=Mus musculus OX=10090 GN=Cyp2c54 P
. 4': 3 2:CY250_MOUSE 487 Cytochrome P450 2C50 0S=Mus musculus OX=10090 GN=Cyp2c50 PE=
5 2:CP237_MOUSE 338 Cytochrome P450 2C37 0S=Mus musculus 0X=10090 GN=Cyp2c37 PE=...
4 2::CP2F2_MOUSE 470 Cytochrome P450 2F2 OS=Mus musculus OX=10090 GN=Cyp2f2 PE=1 5.,
»
Threshold (0):@ Cut
Score Mass Matches Sequences emPAI
®2.1 #2::CP2CT_MOUSE 1332 61419 76 (75) 13 (13) 2.00 Cytochrome P450 2C29 0S=Mus musculus OX=10090 GN=Cyp2c29 PE=1 SV=2
2.2 #2::CP254_MOUSE 550 60887 27 (27) 8 (8) 0.88 Cytochrome P450 2C54 0S=Mus musculus OX=10090 GN=Cyp2c54 PE=1 SV=1
®2.3 #2::CY250_MOUSE 487 61128 27 (27) 10 (10) 1.20 Cytochrome P450 2C50 0S=Mus musculus 0X=10090 GN=Cyp2c50 PE=1 SV¥=2
2.4  42::CP2F2_MOUSE 470 59267 32(32) 12 Cytochrome P450 2C50 OS=Mus musculus OX=10090 GN=Cyp2c50 PE=1
M2.5 #2::CP237_MOUSE 338 60590 22 (22) | SV=
@26 #2::CP239_MOUSE 251 60856 13 (13) 4 (4) 0.37 Cytochrome P450 2C39 0S=Mus musculus OX=10090 GN=Cyp2c39 PE=1 SV=2
2.7 #2::CP238_MOUSE 150 61356 9 (9) 4 (4) 0.37 Cytochrome P450 2C38 0S=Mus musculus OX=10090 GN=Cyp2c38 PE=2 SV=2
w134 peptide matches (43 non-duplicate, 91 duplicate)
Auto-fit to window
Query Dupes Observed Mr(expt) Mr (cale) Delta M Score Expect Rank U 1 2 4 5 6 7 Peptide
#3466 503.3162 1004.6178 1004.5083 0.1095 0 31 0.015 p1 U [ ] R.MPTLEDR.T
#3505 P4 503.8846 1005.7547 1005.6093 0.1454 0 36 0.016 p1 u | | R.FSVQILR.N
f4193 516.8977 1031.7808 1031.5369 0.2439 0 32 0.05 p1 [ | [ | VQEEIDR.V
#4247 P2 521.2416 1560.7029 1559.8187 0.8842 0 59 1.2e-05 p1 Um K.NISQSFTNFSK.A
f4466 521.3753 1040.7361 1040.5810 0.1551 0 22 0.031 p1 [ ] l R.FTLMTLR.N + oxidation (
#4705 525.4566 1573.3479 1572.7654 0.5824 0 71 1.3e-05 p1 [ | [ | K.EALVDHGEEFAGR.G
#4741 p3 526.3505 1050.6864 1050.5323 0.1541 0 34 0.005 p1 HEE BN R.CLVEELR.K
#5544 pg 540.3247 1078.6349 1078.5385 0.0964 0 54 0.0002 p1 EENR [ | R.ICAGEGLAR.M
GETI 3 BB B 1[0 2 N - V101 R ¢ 11 e B o Tk 2 ] HE Z Vg,
#7750 Mg 577.9297 1153.8449 1153.6045 0.2404 0 49  0.00049 p1 um R.GSFEMAEK . I
#8013 581.2500 1160.4854 1160.6167 -0.1313 0 43 0.0017 p1 u | | R.LCLGEPLAR.M
#3340 pg 586.0058 1169.9970 1169.5994 0.3976 0 33 0.0015 p1 um R.GSFPMAEK.I + Oxidation (M)
£10395 618.0392 1234.0638 1233.8304 0.2335 0 43 0.0056 pi1s UmENE ®H R.YAiLLLLK.Y
411198 p3 630.7186 1889.1341 1889.9427 -0.8087 0 59 7.6e-06 p1 u n R.TSMPYTDAVIHEVQR.F
11589 636.3614 1906.0624 1905.9377 0.1247 0 32 0.0034 p1 u | | R.TSMPYTDAVIHEVQR.F
+ oxidation (M) -
sty 3§ st | S Gr | 3 x mfntygNeWD omt !l 2z, e
r & HG
dl dk™ kHx® sz3  Hf ¢de
] 1 2::CP2CT_MOUSE
E 6 2::CP239_MOUSE o, b l e w L l r 6 H G
7 2::CP238_MOUSE
2 2::CP254_MOUSE vl I m zl !l ble wt |
o 3 2:CY250_MOUSE
5 2::CP237_MOUSE Z l r | e Z 6 HG H @"’ U
4 2::CP2F2_MOUSE
L e ' " 3
' ,weo EWsypf]or] ZyY
= = =
= 2 i v k = u F L 6 HG
= X | wv]l bk™ DV Fg s
a - .
v a ve Z Cut Hb | e fi+
. 6 HG
Threshold (0):[0 | mi L 0l :
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Score Mass Matches Sequences emPAI

2.1 #f2::CP2CT_MOUSE 1332 61419 76 (76) 13 (13) 2.00 Cytochrome P450 2C29 OS=Mus m
2.2 =2::CP254_MOUSE 550 60887 27 (27) 8 (8) 0.88 Cytochrome P450 2C54 OS=Mus m
2.3 #2::CY250_MOUSE 487 61128 27 (27) 10 (10) 1.20 Cytochrome P450 2C50 OS=Mus m
2.4 of2::CP2F2_MOUSE 470 55267 32 (32) 12 Cytochrome P450 2C50 OS=Mus musculus
2.5 #2::CP237_MOUSE 338 60590 22 (22) i SV=2

2.6 #2::CP239_MOUSE 251 60856 13 (13) 4 (4) 0.37 Cytochrome P450 2C39 0S=Mus m
2.7 ef2::CP238_MOUSE 150 61356 9 (9) 4 (4) 0.37 Cytochrome P450 2C38 OS=Mus m

| Redisplay | | None |

v hKWg 1 \Nbl e” x e st ] 8HG z rank 2 mH wdrank2 x m
a”~ v s, Fx leg#ad b FH tpt 21,221 pgn st | EHCGE X3y X z-1%

bl e~ xa~ vGbl e~ sv, vlst] IHf ¢dx lons Score® s ng st 3 b,

3n X r Hf ¢dw r#ne =zewnw @ x MASCOT mz Protein Scor e® + n s
ble™ o Wl o zzl| r & theG z 95 ¢ fous56C

Mass

bl e” % cd"bghas st |} x G

Matches

bl e sv, vl st uquery € | x ztx m G ° ]l x6 xdés
k D mz a ° ) queryxd i’ S st ], uf

5

Seque nces
query xv h pHf ¢d sHd¢z| ) ©° lgsenf |21 DzuxC¢ 5013
Matches n g # a © y b xx09e" z| [P
emPAl :

Spectral Counting x gmxXx ! emPAIS w bBr 3p W r nNr v X0 nprl eHxe
ble” sv, vlstwuHfc¢d °+ns z3xgble’

€ X bsetns 0
Amt Vo 6 z-1T URLe ¢ f w556

stlelwt 0 x|yl bsxble
http s://www.matr ixsci ence.com/help/quan t empai he Ip.ht ml

r )3 vl HE ¢dslz] z] 8 ® 6

¥ 134 peptide matches (43 non-duplicate, 91 duplicate)

Auto-fit to window
Query Dupes Observed Mr(expt) Mr (calc) Delta M Score Expect Rank U 1 2 3 4 5 6 7 Peptide
=A3466 503.3162 1004.6178 1004.5083 0.1095 0 31 0.015 p1 U ] R.MPTLEDR.T
#3505 Pg 503.8846 1005.7547 1005.6093 0.1454 0 36 0.016 p1 U . R.FSVQILR.N
24193 516.8977 1031.7808 1031.5369 0.2439 0 32 0.05 p1 [ | [ | VQEEIDR.V
#1447 po 521.2416 1560.7029 1559.8187 0.8842 0 59 1.2e-05 p1 Unm K.NISQSFTNFSK.A
#4466 521.3753 1040.7361 1040.5810 0.1551 0 22 0.031 p1 | | B R.FTLMTLR.N + 0Ox{
#4705 525.4566 1573.347% 1572.7654 0.5824 0 71 1.3e-05 p1 | | | ] K.EALVDHGEEFAGR.

Query : Query GMASCOT mz d"bsgr |3IHT ¢dx si zwd

sr S weMl it s HGQuery we sr d¥bzHf ¢dx we

S r e Z 6 HG
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https://www.matrixscience.com/help/quant_empai_help.html
https://www.matrixscience.com/help/quant_empai_help.html

Dupes gHf ¢d My & “ 3y g 1 sHd¢zwequeryz3Ia~ v e
rtoxx%x9 st ttLt. "z Dupes S§M st 5 HGDupsm st |
z queryer $genfdc] 1 ye 23 e Kd™ vl
t X query e 5L eHG
Observed x Hf ¢ dx m/z
Mr (expt ) ‘mizn oy st g3 x Hf ¢ dx
Mr(calc ) x 4 st g3 x Hf ¢ dx
Delta : Mr(expt) 6 Mr(calc)
M : Missed cleavage we Sty
Score : Mascot lon s score m x MS2EV~™ n nxHd¢ | ~ r ® ZBH
Expect : a n Scorey 4 st gl G
Rank :d"bg"a x Hfé¢dnHd¢I e fw 3 st | 1 Hf¢d
nxHd¢l ™ e x mxqoeomxfuyye zeHGaRankbx @ o~ Kd-
z | windr xt v sHA¢!I na” v Kl e fuxHf ¢dnt x
a vsggr | rank §L 6 HGs g §Zt x querym f ity
O X a ] sLeH 7 ®9-4. Hf ¢ dbe s 15, G
Locus:5. 645 .3
Score » 33 indicates identity
Score » 23 indicates homology
5 0.4100 0 63  6.2e-06 wy ] m R.DFIDYYLIE.Q
-0.5813 0 7 2.5 2 DFPETNNILK
0.3187 1 g 3.4 3 TEPIIHRDLK
-0.7060 1 5 3.5 4 KETMALILK
0.3816 0 5 4.15 DTLSINATNIK
0.5306 1 5 4.1 6 DPYRDLDMHR  + Oxidation (M)
0.5273 1 4 57 SREACEPDESLR
0.4106 0 3 £.7 ¢ SEVLPCEMLK  + Oxidation (M)
-0.5813 0 3 6.9 8 SLLDANFEEGK
-0.3703 0 2 7.4 10 MFGCOVGSDWE  + Oxidation (M)
u CUHY" wegr | ¢! 3 xz| DKl n st |y Unique Hf ¢ dm
X | 6 > ZzZ 6 HG
zévhKWsg wible  n z| e®wplwexlble gV
H f ¢dwv v st ]| ) fne z6HG ﬁéuﬁKl/l mpw gx?9
st JHf¢duH d¥” HE¢dyr v splene
Peptide cEdDz Hf ¢ d G xv hE ar p+ A gL eHG
7-2-10 me 1 z8  ble” x SGr )3 r wWbF sprflrene
7-2-10 m¢ [ 24 Xx Z =Proteins bb Fmzu led ¢t - ~ 5 2gx b Fuwex!l e HG

®Report Builder

b1 ,z3 bl

Q_

g"axKkaD
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J Proteins (480) I Report Builder i Unassigned (30379) ‘

Protein families 1-10 (out of 448)

per page 1 @ @‘ | Expand all ‘ | Collapse all

Report Builder bFe” Kd™l n3 wr xtysg | nlsnxe

Proteins (480) Report Builder ‘ | Unassighed (30379) |

§ permalin

Protein family members (480 proteins)

P Columns: Standard (12 out of 16)

P Filters: (none)
Export as CSV l

7Family | M | DB Accession Score | Mass | Matches | Match(sig) | Sequences | Seq(sig) | emPAI | Description

1 1 | cRAP A1::sp|TRY1_BOVIN| 1600 | 28266 47 47 7 7 2.86 | sp|TRYL_BOVIN|

2 1 | SwissProt | #f2::CP2CT_MOUSE 1332 61419 76 76 i3 i3 2.00 | Cytochrome P450 2C29 OS=
2 2 | SwissProt | =£2::CP254_MOUSE 550 60887 27 27 8 8 0.88 | Cytochrome P450 2C54 OS=
2 3 | SwissProt | #f2::CY250_MQUSE 487 | 61128 27 27 10 10 1.20 | Cytochrome P450 2C50 0S4
2 4 | SwissProt | #£2::CP2F2_MOUSE 470 59267 32 32 12 12 2.11 | Cytochrome P450 2F2 OS=
2 5 | SwissProt | #f2::CP237_MOUSE 338 60590 22 22 8 8 0.89 | Cytochrome P450 2C37 0SS
2 6 | SwissProt | £2::CP239_MOUSE 251 60856 i3 i3 4 4 0.37 | Cytochrome P450 2C39 0S5
2 7 | SwissProt | ef2::CP238_MOUSE 150 61356 9 9 4 4 0.37 | Cytochrome P450 2C38 OS=
X'VIKQDLE gt 3 BCSVéHUkm H | Lem‘bGHGsJSH H

0 W | =Columns b3 HWlble g zla - v4Ys vl HféEd ypml

e | =Filters by pn f 80 © Wl s W'y G

Proteins (480) Report Builder ‘ ‘ Unassigned (30379) ‘

Protein family members (271 proteins)

¥ Columns: Standard (12 out of 16)

Arrangementl <gustom> I v

Enabled Available
Family Protein family members
Member Num. of unique sequences
Database Num. of significant unique sequences
Accession Sequence coverage
Score pl

Mass

Num. of matches

Num. of significant matches
Num. of sequences

Num. of significant sequences
emPAl

Description

¥ Filters: "Num. of significant matches" >= 2

Num. of significant matches |2 ~| |2 Remove

AND v | | Sequence coverage ~| S

O
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=Unassigned bb Fmz 3 bl e’ sv_ vlst]y Hf ¢dxg 5L & HG
T osv,vlst )] IHf ¢dnan®p pmy xm3
[ wex Ll s zydt hieg fos.C

§Gr) z37-2-10m zwsbl e

J Proteins (480) H Report Builder ‘ Unassigned (30379)

Protein families 1-10 (out of 448)

per page 1 |E| |M| ‘ Expand all ‘ ‘ Collapse all |

[ Accession v [ contains  ~| H Find | ‘ Clea
b1 1::sp|TRY1_BOVIN| 1600 sp|TRY1_BO
‘ Proteins (480) ‘ ‘ Report Builder ‘ “ Unassigned (30379}' ‘ E

Unassigned peptides, 1-100 (out of 30379)

(100 v |per page 1 @ Sort by Decreasing score v
Query v | Filter | [ Clear |

Peptide matches not assigned to protein families (no details means no match)

Query Chserved Mr (expt) Mr (calc) Delta M Score Expect Rank Peptide
Ae212 552.5647 1103.1149% 1102.65%0 0.4559 0 35 0.051 p1 LQEQLGK

23411 B54.5979 2560.7719 2560.3563 0.4156 0 34 0.051 P13 SIVHPSYNSNTLN|

#A17701 731.5877 146l1.1e08 1460.7%932 0.2e77 0 34 0.064 }1 ‘.ILPAP__""'YSGR
+ Oxidation (M)

#HE704 560.5627 1119.1109 1118B.6780 0.4319 0 33 0.05 )1 EELLSLK

#6645 560.0669 1118.1193 1117.7314 0.3878 0 33 0.052 p1 IVTSLGLK

#11432 422.7268 1265.1586 1264.6511 0.5075 1 33 0.058 p1 KEECPAVR

A7108 SE7.4183 1132 8220 1132 7056 0 1161 0 39 0. 058 b1 SAVETARLE
7-3. Protein View

i7 mz péveVKI wxlenwd| e (Accession)x év eV K|~ o~ Kd-~
HindAHd¢zeble sgrltl =z, wedst | ) =ProteinViewbx  npl e
¢ G

. x mfontoeN rsGr vt 24 z 6 WG
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NS MASCOT Search Results

Protein View: CP2CT_MOUSE

Cytochrome P450 2C29 0S=Mus musculus 0X=10090 GN=Cyp2c29 PE=1 SV=2

Database: SwissProt
Score: 1332
Monoisotopic mass (M;): 61419
Calculated pI: 8.57
Taxonomy: Mus musculus

Sequence similarity is available as an NCBT BLAST search of CP2CT MQUSE against nr.

Search parameters

MS data file: D:\iPRG2008\mgf\merged.mgf

Enzyme: Trypsin/P: cuts C-term side of KR.

Fixed modifications: ITRAQ4plex (K), iTRAQ4plex (N-term), Methylthio (C)

Variable modifications: Acetyl (Protein N-term), Gln->pyro-Glu (N-term Q), Oxidation (M)

Protein sequence coverage: 27%
Matched peptides shown in bold red.

1 MDLVVFLALT LSCLILLSLW ROQSSCGRGKLP PGPTPLPIIG NELOIDVENL
51 SQSFTNFSKA YGPVETLYLG SKPTVILHGY EAVEEALIDR GEEFAGRGSF
101 PMAEKIIRGF GVVFSNGNRW KEMRRFTLMT LRNLGMGERN IEDRVQEEAQ
151 CLVEELRKTK GSPCDPTFIL SCAPCNVICS IIFQNRFDYK DEEFLILMDE

201 INENVKILSS PWLQVCNSFP SLIDYCEGSH KSYLLERIRE

251 HXESLDVTNP RDFIDYYLIK QKQVNHIEQS INDLFGAGTE
301 TTSTTLRYAL LLLLKYPDVT AKVQEEIDRV VGRHRSPCMQ DRSHMPYTDA
351 MIHEVQRFID LLPTSLPHAV TCDIKFREYL IPEGTTVITS LSSVLHDSKE
401 FPNPEMFDPG HFLNGNGNFE KSDYFMPFST GKRICAGEGL ARMELFLILT

451 TILONFKLES LVHPREIDIT PVMNGFASLP PPYQLCFIPL

Unformatted sequence string: 490 residues (for pasting into other applications).

Sort by @ residue number O increasing mass O decreasing mass
Show @ matched peptides on\go predicted peptides also
Query Start — End Observed Mr (expt) Mr (calc) Delta M Score Expect Rank u Peptide
#20248 49 - 59 781.0005 1559.9865 1559.8187 0.1677 0 76 1.1e-06 _1__ U K.NISQSFTNFSK.A
20252 49 - 59 781.0128 1560.0110 1559.8187 0.1922 0 34 0.011 1 U K.NISQSFTNFSK.A
#20256 49 - 59 781.0421 1560.0696 1559.8187 0.2509 0 76 6.3e-07 1 U K.NISQSFTNFSK.A
49 - 59 781.0544 1560.0942 155%.8187 0.2754 0 57 4.4e-05 1 U K.NISQSFTNFSK.A
49 - 59 781.0857 1560.1569 1559.8187 0.3381 0 71 1.%e-086 1 U K.NISQSFTNFSK.A
49 - 59 521.0639 1560.1699 1559.8187 0.3512 0 49 0.00015 1 U K.NISQSFTNFSK.A
49 - 59 781.101% 1560.1892 155%.8187 0.3704 0 87 8.1e-08 1 U K.NISQSFTNFSK.A
49 - 59 781.1422 1560.2698 1559.8187 0.4511 0 90 2e-08 1 U K.NISQSFTNFSK.A
49 - 59 781.1516 1560.2887 1559.8187 0.4700 0 86 9.7e-08 _1__ U K.NISQSFTNFSK.A
49 - 59 781.1604 1560.3063 155%5.8187 0.4875 0 74 8.65e-07 1 U K.NISQSFTNFSK.A
49 - 59 521.1236 1560.3491 1559.8187 0.5304 0 54 4.8e-05 1 U K.NISQSFTNFSK.A
49 - 59 521.2416 1560.7029 1559.8187 0.8842 0 59 1.2e-05 1 U K.NISQSFTNFSK.A
85 - 97 536.3181 1605.9324 1605.8232 0.1091 1 43 0.0014 1 U K.EALIDRGEEFAGR.G
85 - 97 536.3278 1605.9617 1605.8232 0.1384 1 46 0.0014 1 U K.EALIDRGEEFAGR.G
85 - 97 536.3355 1605.9846 1605.8232 0.1613 1 44 0.00077 1 U K.EALIDRGEEFAGR.G
85 — 97 536.3434 1606.0083 1605.8232 0.1850 1 46 0.002 1 U K.EALIDRGEEFAGR.G
i
5544 434 — 442 540.3247 1078.6349 1078.5385 0.0964 0 54 0.0002 1 R.ICAGEGLAR.M
5548 434 — 442 540.3388 1078.6630 1078.5385 0.1246 0 45 0.0016 1 R.ICAGEGLAR.M
5548 434 — 442 540.3471 1078.6796 1078.5385 0.1412 0 33 0.011 1 R.ICAGEGLAR.M
#3550 434 — 442 540.3498 1078.6851 1078.5385 0.1466 0 39 0.0074 1 R.ICAGEGLAR.M
5568 434 — 442 540.4353 1078.8560 1078.5385 0.3175 0 39 0.008 1 R.ICAGEGLAR.M
#5573 434 — 442 540.4708 1078.9271 1078.5385 0.3886 0 40 0.0072 1 R.ICAGEGLAR.M

T 0.75 & 500
e &
5 0.5 5
o o
= £ 250
u 0,25 ui
o o
— T T T T T T T T I T T T T T T T T T
1000 1000 1250 1500 1750 2001
RMS error 237 ppm Mass (Dad  RMS error 237 ppm Mass (Da)

ID CP2CT_MOUSE

AC Q64458; ESQMDS; Q8WUNS;
OT 15-JUL-1999, integrated into UniProtKB/Swiss-Prot.

DT 27-JUL-2011, s=sgusnce wversion 2.

DT 02-JuN-2021, entry wersion 172.

DE RecName: Full=Cytochrome P450 2C2%;

DE 1.14.14.1 {EC0:000026%|PubMed:9721182};

DE AltName: Full dehyde oxygenase;

DE AltName: Full=CYPIIC29;

DE AltName: Full=Cytochrome P-450 MUT-Z;

DE Flags: Precursor;

GN Name=Cyp2c2% {EC0:0000303|PubMed:9$7211382, ECO0:0000312|MGI:MGI:103238};

Qs Mus musculus (Mouse).

oc Eukarycta; Metazoa; Chordata; Craniata; Vertsbrata; Eutelsostomi; Mammalia;
oc Eutheria; Euarchontoglires; Glires; Rodentia; Mycomorpha; Muroidea; Muridas;

oc Murinae; Mus; Mus.
)4 NCBI_TaxID=10090;
RN [1]

RP NUCLECTIDE SEQUENCE [MRNA].

60



Taxonomy:

Protein View: CP2CT_MOUSE

Cytochrome P450 2C29 0S=Mus musculus OX=10090 GN=Cyp2c29 PE=1 SV=2

Database: SwissProt
Score: 1332
Monoisotopic mass (M;): 61419
Calculated pI: 8.57

Mus musculus

Sequence similarity is available as an NCBI BLAST search of CP2CT MQOUSE against nr.

HYW A X sbl e x Acession n Description W sL &
we sL 6 HG

Dat abase zud"bg¥a

Score bl e’ xa v

Monoisotopi cmass( Mr): dW b g¥ ax X 94 stuybl e’

Calculated pl :dVWbgVax x 9 sty

Taxono my

sy bl e x e NCBI x BLAST f k

sL &6 HG

a

MS data fi
Enzyme:

le:

Fixed modifications:
Variable modifications:

Search parameters

D:\iPRGZ0038\mgfimerged.mgf
Trypsin/P: cuts C-term side of KR.

iTRAQ4plex (K), iTRAQ4plex (N-term), Methylthio (C)

Acetyl (Protein N-term), Gln->pyro-Glu (N-term Q), Oxidation (M)

MS data file

Enzyme

tx 3

e st

6 HG

1
51
101
151
201
251
301
351
401
451

MDLVVFLALT
SQSFTNFSKR
PMAEKTITIEGF
CLVEELRETE
INENVEILSS
HEESLDVTNP
TTSTTLRYAL
MIHEVQREID
FPNPEMFDPG
TILONFELES

LSCLILLSLW
YGEVETLYLG
GVVESNGNRW
GEPCDETFIL
DPWLOVCNSFEP
EDFIDYYLIK
LLLLKYEDVT
LLPTSLPHAV
HFLNGNGNFEE
LVHPEEIDIT

Protein sequence coverage: 27%

Matched peptides shown in bold red.

ROSSGRGELP
SEPTVILHGY
EEMREFTLMT
SCAPCNVICS
SLIDYCPGSEH
QEQVNHIEQS
AKVQEETIDRV
TCDIEFREYL
KSDYFMEFST
PVMNGFASLE

BGPTELPIIG
EAVEEALIDR
LRNLGMGERMN
IIFQONRFDYE
HEIVENFNYL
EFSLENLAST
VGRHREPCMO
IPEGTTIVITS
GKRICAGEGL
EPYQLCFIPL

NFLOIDVENI
GEEFAGRGSF
TEDEVQEEAQ
DEEFLILMDE
KESYLLEEIEE
INDLFGAGTE
DRESHMPYTDA
LSSVLHDSKE
ARMELFLILT
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rl bl e’ s z|Hd¢zeHf ¢duwepx wosxwel xyx3t XV s¢r | X%

e 5L & HGCoverage n z 3 s HlHAd¢Hfé¢d G xM mHGHACzw
Hf ¢ d ' X m st|rens

Unformatted sequence string: 490 residues (for pasting into other applications).
Sort by @ residue number O increasing mass O decreasing mass
Show ® matched peptides only O predicted peptides also
Query Start - End Observed Mr (expt) Mr (calc) Delta M Score Expect Rank u Peptide
#20249 49 - 59 781.0005 1559.5865 1559.8187 0.1677 0 76 1.1le-06 1 U K.NISQSFTNFSK.A
#20252 49 - 59 781.0128 1560.0110 1559.8187 0.1922 0 34 0.011 1 U K.NISQSFTNFSK.A
#20256 49 - 59 781.0421 1560.0696 1559.8187 0.2509 0 76 6.3e-07 1 U K.NISQSFTNFSK.A
H20257 49 - 59 781.0544 1560.09%942 1559.8187 0.2754 0 57 4.4e-05 1 U K.NISQSFTNFSK.A
#20262 49 - 59 781.0857 1560.1569 1559.8187 0.3381 0 71 1.%e-06 1 U K.NISQSFTNFSK.A
#20263 49 - 59 521.0639 1560.1699 1559.8187 0.3512 0 49 0.00015 1 U K.NISQSFTNFSK.A
A20264 49 - 59 781.1019 1560.1892 1559.8187 0.3704 0 87 8.1e-08 1 U K.NISQSFTNFSK.A
H20267 49 - 59 781.1422 1560.269%98 1559.8187 0.4511 0 90 2e-08 1 U K.NISQSFTNFSK.A
H20268 49 - 59 781.1516 1560.2887 1559.8187 0.4700 0 86 9.7e-08 1 U K.NISQSFTNFSK.A
A20269 49 - 59 781.1604 1560.3063 1559.8187 0.4875 0 74  8.5e-07 1 U K.NISQSFTNFSK.A
49 - 59 521.1236 1560.349%1 1559.8187 0.5304 0 54 4.8e-05 1 U K.NISQSFTNFSK.A
49 - 59 521.2416 1560.7029% 1559.8187 0.8842 0 59 1.2e-05 1 U K.NISQSFTNFSK.A
85 — 97 536.3181 1605.9324 1605.8232 0.1091 1 43 0.0014 1 U K.EALIDRGEEFAGR.G
85 — 97 536.3278 1605.9617 1605.8232 0.1384 1 46 0.0014 1 U K.EALIDRGEEFAGR.G
85 - 97 536.3355 1605.9846 1605.8232 0.1613 1 44 0.00077 1 U K.EALIDRGEEFAGR.G
bl e~ x1szHd¢zuHf ¢dw@s hE G " déskD x s ¢®mKabD
sLerHu vG SL_lrl Z-1X [mHG

Unformatted sequence string
G n s T EMzUrfpl HHAwWw bewe xuf K ¥ {]m

€} ZYr S mHG
Sortby :KaDx g © z8&8nG {§ a x / ' mbewG
Show ; n weHd¢zuHf ¢dxd KaDs sthl yJHdézyp x [ ®
E—_m-; s th! 4 e z 6 HG
Query ‘Query ¢ dVbsgrlHf¢d x s s mity ©
Start -End ‘ble” seR!vhE @ G
Observe d P EVT Kalge v kxmz6
Mr(expt ) TEYT KaDx x4 stwHfc¢dyx G
Mr(calc) . x 4 st gHf ¢dx G
Delta : Mr( expt) Mr(calc)G
M : Missed cleavage ©
Score : Mascot lon s score3 X MS2EY ™ n nxHd¢E! ™ r © z#& HG
Expect cquery § st i 3" v n G ¥ 4 G
Rank rdvbg"a % Hf ¢dnHd ¢l ™ fwu 3FHf G nxHd¢1 ™
' X mxeomxfuyyxe zeHEC
U CUHY™ wegr | ) 3 x21 DKWn st ] Uniqgue Hf ¢ dm

X | 6 > Z 6 HG

Peptide cEdDz wHf ¢ d G xv hE ar g+ ] 5L eHG
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R e e e e T T B 500 F e
= H = 1
H
K- T S S R —t . 3 i
S 5 . . H
r H . [ £ 250 b | | Sl Bl Sl L
Wwo0,254 .- - W--w---mmmmmmmiaa- B w "y 1
o ' 1
0 s et eeedeedetaeteeeteeteteeteteetateeteleeteleeteie 0 s ettt
T T T T T T T T T T T T T T T T T 1 T T T T T 1 T T T T 1 T T T 1 I T T T T 1
1000 1250 1500 1750 2000 1000 1250 1500 1750 200
RMS error 237 ppm Mass (Da)  RNMS error 237 ppm Mass (Da)

HWAT m st )]l  kézns sEV™ xHdC¢Il % e v keém? w Dalfw
ppm m st | & w’ .ént sz d"b xHf ¢d m3 e m+ G

At b weM rble” mix ké&eVw vl nmniekhvbvm =zw /
(peptid e tol. )x 1] mxfuexpvyxew vl 3+ mbewneG

ID CPECT_HOUSE Reviewsd; 4590 RR.

=y Q64458; ESQMDE; QBWUNE;

DT 15-JUL-195%, integrated intoc UniProtEB/Swiss-Prot.
DT 27-JUL-2011, =s=guence version 2.

DT 02-JUN-2021, entry version 172.

LE RecName: Full=Cytochrome F450 2C2%5;

DE EC=1.14.14.1 {ECC:00002Zc%|PubM=ed:27211582};
DE ZltWams: Full=2ldehvyde ocxygenase;

DE LltWNams: Full=CYPIICZS9;

DE AltWName: Full=Cytochrome P-450 MUOT-2Z;

DE Flags: Precursor;

N Name=CypZc2% {EC0:0000303|PubM=d:9721182, ECO:0000312 |MGI:MEI:103238]
08 Mus musculus (Mouses).

oc Eukaryota; Metazoa; Chordata; Cranlata; Vertebrata; Euteleostomi; Man
oC Eutheria; Euarchontoglires; Glires; Rodentia; Myomorpha; Murcidea; My
oc Murinas; Mus; Mus.

(0):4 NCBI_TaxID=10050;

EN [11]

RE NUCLECTIDE SEQUENCE [MRNA].
RC STRAIN=CSTBL/E6J; TISSUE=Liver;

X T szble X e st o&w ,Coszd"bg”ha m S

Anl I wex | )Sé gL 6 HG

7-4. Peptide View

Summary ~ 3x | ; z Protein view  m Query x 6V enK|I~ - Kd™ # 13
MS/MS d ¥ bn ek~ hl DEVW” nx Hd ¢l ™ rrpeM mbl Peptide Vie w x
’ L L& H" G

v
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