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A CEEEY Mascot Search Results
Protein View

Match to: gill14199083 Score: 1002
myelin basic protein [Mus musculus]
Found in search of DATA.TXI

Hominal mass (M_): 13806; Calculated pl value: 11.33

NCBI BLAST search of gi|114198083 against nr
Unformatted sequence string for pasting into other applicationa

Taxonomy: Mus musculus
Variable modifications: Acetyl (Proteinm N-term)
Ho enzyme cleavage specificity
Sequence Coverage: 19%
Matched peptides shown in Bold Red
1 MASQERPSQR SEYLATASTM DHARHGFLER HRDTGILDSI GREFFSGDRGR

51 PHRGSGKVEW LKQSRSPLPS HARSRPGLCH MYKDSHIRIT HYGSLPQKSQ
101 HGRTQDENFV VHFFENIVIF RT

B /24725 Mascot Search Results
Protein View

Match to: gi]|261278732 Score: 1581
Chain A, X-Ray Structure Of Monomeric Variant Of Hnpl
Found in search of DATA.TXT

Nominal mass (M_): 3443; Calculated pl value: 8.68
NCBI BLAST search of gi|261273732 against nr

Unformatted segquence string for pasting into other applications
Taxonomy: Homo sapien

Links to retrieve other entries containing this sequence from NCBI Entrez:

gi|261278733 from Homo sapiens

Variable modifications: Acetyl (Protein N-term)
No enzyme cleavage specificity

Sequence Coverage: 1008

Matched peptides shown in Bold Red

1 ACYCRIPACT AGERRYGTCH YOGRLWAFCC

Figure S1. Mascot search results for protein identification of MBP (A) and
HNP-1 (B) using MALDI-FTICR ISD.
Sequence coverage of MBP and HNP-1 is indicated in red.
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Figure S2. MALDI-FTICR ISD MSI on a mouse brain tissue section and a
MBP pure solution.

lon images correspond to the signal detected for three ISD ions of the
MBP (Clo, Cis and Clg).
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Figure S3. MALDI-FTICR ISD MSI of a porcine eye lens tissue section and a aA/B-crystallin spot.

A. Left panels show ion images of ISD fragments of aB-crystallin (c;1) and

y-crystallin (ci4). Right panel

shows H/E staining of a serial eye lens section and an overlay of the two ion images of left panel. Dotted

lines delineate eye lens central part and periphery.

B. Left part shows sequence coverage for aA/B-crystallin and y-crystallin identification. Right part indicates

Mascot search results for protein identification.

C. Average mass spectrum corresponding to the MALDI-FTICR ISD MSI analysis of the porcine eye lens. ISD
fragments of aA/B-crystallin (in red) and y-crystallin (in blue) are annotated on the average mass spectrum.
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Figure S4. MALDI-FTICR ISD MSI on a liver with cancer liver metastasis tissue section and MBP
and HNP-1 pure solutions.

A. lon images corresponding to the signal detected for three ISD ions of HNP-1 (c7, ci0 and c3).
B. lon images corresponding to the signal detected for three ISD ions of the MBP (cg, c14 and c17).
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Figure S5. MALDI-FTICR ISD mass spectra of ubiquitin (A), a-crystallin (B), BSA (C), MBP (D) and
B-casein (E) selected from the equimolar 5-proteins ion images.
Red arrows indicate pixels with maximum intensity selected for each ISD mass spectrum of each

protein.




A 25725 Mascot Search Results B urr Mascot Search Results

Protein View

Protein View

Match to: CRYAA BOVIN Score: 30
Alpha-crystallin A chain 0S=Bos taurus GN=CRYAA PE=1 SV=1
s 7.10 Found in search of DATA.TXT

i
5
3
3
I
H
iz

Mominal ma 59956;

Unformatted sequence string for pasting inte other applications Neminal mass (M): 19778; Calculated pl value: 5.78

NCBI BLAST search of CRYAA BOVIN against nr
Taxonomy: Sus scrofa e —— 2 . N 1
—_— Unformatted sequence string for pasting into other applications

Variable modifications: Acetyl (K),Phospho (ST)
No enzyme cleavage specificity Taxonomy: Bos taurus
Sequence Coverage: 10%
Variable modifications: Acetyl (Protein N-term)

n hy Bold Red
Macched peprides shown in No enzyme cleavage specificity

1 MQIFVRTLTG RTITLEVEPS DTIENVKGKI QEKEGIPPDQ QRLIFAGKQL Sequence Coverage: 13%
51 EDGRTLSDYN IQRESTLELV LRLRGGMQIF VKILTGKTIT LEVEPSDTIE
101 NVKAKIQDKE GIPPDQQRLI FAGKQLEDGR TLSDYNIQKE STLHLVLRLR Matched peptides shown in Bold Red

151 GGMQIFVKTL TGKTITLEVE PSDTIENVKA KIQDKEGIPP DQQRLIFAGK
201 QLEDGRTLSD YNIQKESTLH LVLRLRGGMQ IFVKTLTGKT ITLEVEPSDT

251 IENVEARIQD HEGIPPDOGR LIFAGKQLED CRTLSDYNIQ KESTLHIVLA 1 MDIAIQHPWF RRTLGPFYPS RLFDQFFGEG LFEYDLLPFL SSTISPYYRQ
301 LRGGMQIFVE TLTGKTITLE VEBSDTIENV KAKIQDKEGI PPDQQRLIFA 51 SLFRTVLDSG ISEVRSDRDK FVIFLDVKHF SPEDLIVKVQ EDFVEIHGKH
351 GKQLEDGRTL SDYNIQKEST LHLVLRLRGG MQIFVKTLTG KIITLEVEPS 101 NERQDDHGYI SREFHRRYRL FSNVDQSALS CSLSADGMLT FSGPKIPSGV
401 DTIENVKAKI QDKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV 151 DAGHSERAIP VSREEXPSSA PSS

451 LRLRGGMQIF VKTILTGKTIT LEVEPSDTIE NVKAKIQDKE GIPPDQQRLI
501 FAGKQLEDGR TLSDYNIQKE STLHLVLRLR GGF

C 45 Mascot Search Results D /2447225 Nagcot Search Results

Protein View " "
Protein View

Match to: ALBU BOVIN Score: 49

Serum albumin OS=Bos taurus GN=ALB PE=1 SV=4 . % .

Found in search of DATA.TXT Match to: 91|11419_9083 Score: 1002

myelin basic protein [Mus musculus]

Hominal mass (M_): 69248; Calculated pI value: 5.82 Found in search of DATA.TXT

NCBI BLAST search of ALBU BOVIN against nr

Unformatted sequence string for pasting into other applications Nominal mass (“,? : 13806; Calculated pI value: 11.33

Taxonomy: Bos taurus NCBI BLAST search of gi|l114 23 against nr

e Unformatted segquence string for pasting into other applications

No enzyme cleavage specificity

Sequence Coverage: 3%
Taxonomy: Mus musculus

Matched peptides shown in Bold Red

1 MEWVTFISLL LLFSSAYSRG VFRRDTHKSE IAHRFRDLGE EHFRGLVLIA Variable modifications: Acetyl (Protein N-term)
51 FSQYLQQRCPF DEHVKLVNEL TEFAKTCVAD ESHAGCEKSL HTLFGDELCK No enzyme cleavage specificity
101 VASLRETYGD MADCCEKQEP ERNECFLSHK DDSPDLEKLK PDPNTLCDEF Sequence Coverage: 19%

151 KADEKKFWGK YLYEIARRHP YFYAPELLYY ANKYNGVFQE CCQAEDKGAC
201 LLPKIETMRE KVLASSARQR LRCASIQKFG ERALKAWSVA RLSQKFPKAE
251 FVEVIKLVID LTKVHKECCH GDLLECADDR ADLAKYICDN QDTISSKLKE Matched peptides shown in Bold Red
301 CCDKPLLEKS HCIAEVEKDA IPENLPPLTA DFAEDKDVCK NYQEAKDAFL
351 GSFLYEYSRR HPEYAVSVLL RLAKEYEATL EECCAKDDPH ACYSTVFDKL

401 KHLVDEPQNL IXQNCDQFEK LGEYGFQNAL IVRYTRKVEQ VSTPTLVEVS 1 MASQOFRPSOR SEYLATASTM DHARHGFLFR HRDTGILDSI GRFFSGDRGA
451 RSLGKVGTRC CTKPESERMP CTEDYLSLIL NRLCVLHEKT PVSEKVIKCC 51 PHRGSGHKVPW LKQSRSPLPS HARSRPGLCH MYKDSHTRTT HYGSLPQKSQ
501 TESLVNRRPC FSALTPDETY VPKAFDEKLF TFHADICTLE DTEKQIKKQT

551 ALVELLKHKP KATEEQLKTV MENFVAFVDK CCAADDKEAC FAVEGPKLVV 101 HGRTQDENFV VHFFKNIVIP RT

601 STQTALA

L Mascot Search Results

Protein View

Match to: gi|225825 Score: 116
beta casein
Found in search of DATA.TXT

Neminal mass (M,): 2360
NCBI BLAST search of gi|225825 against nr

; Calculated pI value: 5.24

Unformatted seguence string for pasting into other applicaticns
Taxonomy: taurus

Links to retrieve other entries containing this sequence from NCBI Entrez:
941226030 from Bos taurus

No enzyme cleavage specificity
Sequence Coverage: 128

Matched peptides shown in Bold Red

1 RELEELNVPG EIVESLSSSE ESITRINKKI EKFQSEEQQQ TEDELQDKIH
51 PFAQTQSLVY PFPGPIHNSL PONIPPLIQT FVVVPPFLQP EVMGVSKVKE
101 AMRPKHKEMP FPKYPVEPFT ESQSLTLTDV ENLHLPLELL QSWMHQPHQP
151 LPPTVMFPEQ SVLSLSQSKV LEVPQHAVPY PQRDMPIQAF LLYOEPVLGP
201 VRGPFPIIV

Figure S6. Mascot search results for protein identification of ubiquitin (A), a-crystallin (B), BSA
(C), MBP (D) and B-casein (E) of the equimolar 5-proteins mixture using MALDI-FTICR ISD.
Sequence coverage of protein termini is indicated in red.
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Figure S7. MALDI-FTICR ISD mass spectra of a-crystallin (A), BSA (B) and MBP (C) selected from
the non-equimolar 5-proteins ion images.
Red arrows indicate pixels with maximum intensity selected for each ISD mass spectrum of each

protein.



JMATRIX

A fharey Mascot Search Results B LS Mascot Search Results

Protein View

Protein View
Match to: ALBU_BOVIN Score: 149
Match to: gi|117373 Score: 50 Serum albumin 0S=Bos taurus GN-ALB PE=1 SV-4
Found in search of DATA.TXT
Reclame: Pull=Alpha-crystallin A chain; Contains: RecHame: Full=Alpha-crystallin A chain, short for
Found in search of DATA.TXT Nominal mass (M ): 69248; Calculated pI value: 5.82
NCBI BLAST search of ALBU BOVIN against nr
Fominal mass (K,): 19792; Calculated pI vaive: 5.78 Unformatted seguence string for pasting into other applicaticns
NCBI BLAST search of gi 73 against nr Taxonomy: Bos taurus

Unformatted sequence string for pasting into other applications

Variable modifications: Acetyl (N-term),Acetyl (Protein N-term)
No enzyme cleavage specificity

Taxcnomy: Iapirus indicus Sequence Goverage: 4%
Variable modifications: Reetyl (Protein N-term) Matched peptides shown in Bold Red

o enzyme cleavage specificity 1 MKWVIFISLL LLESSAYSRG VFRRDTHRSE IAHRFRDLGE EHFRGLVLIA
Sequence Coverage: 13% 51 FSQYLQQRCPF DEHVKLVNEL TEFAKTCVAD ESHAGCEKSL HTLFGDELCK
101 VASLRETYGD MADCCEKQEP ERNECFLSHK DDSPDLPKLK PDENTLCDEF
151 KADEKKFWGK YLYEIARRHP YFYAPELLYY ANKYNGVFQE CCQAEDKGAC
201 LLPKIETMRE XVLASSARQR LRCASIQKFG ERALKAWSVA RLSQKFPKAE
251 FVEVTKLVID LTKVHKECCH GDLLECADDR ADLAKYICDN QDTISSKLKE

Matched peptides shown in Bold Red

1 MDIAIQHPHF KRTLGPEYPS RLFDQFFGEG LFEYDLLEFL SSTISPYYRQ 301 CCDKPLLEKS HCIAEVEKDA IPENLPPLTA DFAEDKDVCK NYQEAKDAFL
51 SLFRTVLDSG ISEVRSDRDK EVIFLOVKHF SPEDLIVKVQ EDEVEIHGKH 351 GSFLYEYSRR HPEYAVSVLL RLAKEYEATL EECCAKDDPH ACYSTVEDKL
401 KHLVDEPQNL IKQNCDQFEK LGEYGFQNAL IVRYTRKVPQ VSTPTLVEVS
101 NERQDDHGYT SREFHRRYRL PSNVDQTALS CSLSADHLT FSGRHVESGL 451 RSLGKVGTRC CTKPESERMP CTEDYLSLIL NRLCVLEEKT PVSEKVIKCC
151 DAGHSERAIP VSREEKPSSA PS5 501 TESLVNRRPC FSALTPDETY VPKAFDEKLF TFHADICTLP DTERQIKKQT
551 ALVELLKHKP KATEEQLKTV MENFVAFVDK CCAADDKEAC FAVEGPELVV

601 STQTALA

SMATRIX ]
C {itine?) Mascot Search Results

Protein View

Match to: gi|l114199083 Score: 1100
myelin basic protein [Mus musculus]
Found in search of DATA.TXT

Nominal mass (M,): 13806; Calculated pI value: 11.33
NCBI BLAST search of gill114199083 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Mus musculus

Variable modifications: Acetyl (Protein N-term)
No enzyme cleavage specificity
Sequence Coverage: 18%

Matched peptides shown in Bold Red
1 MASORRPSOR SKYLATASTM DHARHGFLPR HRDIGILDSI GRFFSGDRGA

51 PKRGSGKVPW LKQSRSPLPS HARSRPGLCH MYKDSHTRIT HYGSLPQKSQ
101 HGRTQDENPV VHFFENIVIF RT

Figure S8. Mascot search results for protein identification of a-crystallin (A), BSA (B) and MBP (C)
of the non equimolar 5-proteins mixture using MALDI-FTICR ISD.
Sequence coverage of protein termini is indicated in red.
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Figure S9. MALDI-FTICR ISD analyzes on an equimolar 10-protein mixture before and after HFIP extraction.

m/z

Upper and lower mass spectra correspond to MALDI-FTICR ISD analyzes on an equimolar 10-protein mixtures before
and after HFIP extraction respectively. Red arrows on lower mass spectrum indicate peaks corresponding to

supplementary ISD ions detected after HFIP extraction.
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Figure $10. MALDI-FTICR ISD mass spectrum of an equimolar 10-protein mixture treated with HFIP.
Same mass spectrum has been used for the assignment of the ISD ions peaks of B-casein (A), B-
lactoglobulin (B), a-crystallin (C), HSA (D) and insulin (E).
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C

MATRIX
Civert Mascot Search Results

Protein View

Match to: CASB_BUBBU Score: 909

Beta-casein OS=Bubalus bubalis GN=CSN2 PE=2 SV=1
Found in search of DATA.TXT

value: 5.26

nr

into other applications

Nominal mass (Mg): 25090; Calculated pI
NCBI BLAST search of CASB BUBBU against
Unformatted sequence string for pasting
Taxonomy: Bubalus bubalis
Variable modifications: Acetyl
No enzyme cleavage specificity
Sequence Coverage: 23%

(Protein N-term)

Matched peptides shown in Bold Red

1 MEVLILACLV
51 EEQQQMEDEL
101 BELQPEIMGV
151 PLPLLQSWMH
201 PIQAFLLYQE

ALALARELEE LNVPGEIVES
QDEIHPFAQT QSLVYPFPGP
SKVEEAMAPK HREMPFPHYP
QEPQPLPPTV MFPPQSVLSL
PVLGPVRGPF PIIV

LSSSEESITH INKKIEKFQS
IPKSLPQNIP PLTQTPVVVP
VEPFTESQSL TLTDVENLHL
SQSEVLEVPQ KAVPYPQRDM

{H{A?TRLK

“ivers Mascot Search Results

Protein View

Hatch to: CRYAA BOVIN Score: 446
Alpha-crystallin A chain 05=Bos taurus GN=CRYAA PE=1 S5V=1
Found in search of DATA.TIXT

Nominal mass (M;): 19778; Calculated pI walue: 5.78
NCBI BLAST search of CRYAA BOVIN against nr
Unformatted sequence satring for pasting into other applications

Taxonomy: Bos taurus
Variable modifications: Acetyl

Ne enzyme cleavage specificity
Sequence Coverage: 11%

(N-term) ,Acetyl (Protein N-term)

Matched peptides shown in Bold Red

1 MDIAIQHPWF ERTLGPFYPS RLFDQFFGEG LFEYDLLPFL SSTISPYYRQ
51 SLFRTVLDSG ISEVRSDRDK FVIFLDVKHF SPEDLTVEVQ EDFVEIHGKH
101 NERQDDHGYI SREFHRRYRL PSNVDQSALS CSLSADGMLT FSGPKIPSGV
151 DAGHSERATP VSREEKPSSA PSS

lstinct Mascot Search Results

Protein View

March to: INS PIG Score: 4058

Insulin 05=Sus scrofa GN=INS PE=1 S5V=2
Found in search of DATA.TXT

Hominal mass (M;): 11664; Calculated pI value: 6.06

NCBI BLAST search of INS PIG against nr

Unformatted sequence string for pasting into other applications
Taxonomy: Sus scrofa

Variable modifications: Acetyl
No enzyme cleavage specificity
Sequence Coverage: 23%

(N-term) ,Acetyl (Protein N-term)

Matched peptides shown in Bold Red

1 MALWIRLLPL LALLALWAPA PAQAFVNQHL CGSHLVEALY LVCGERGFFY
51 TPKARREAREN PQAGAVELGG GLGGLQALAL EGPPQKRGIV EQCCISICSL
101 YQLENYCH

D

licvers Mascot Search Results

Protein View

Match to: LACB_BOVIN Score: 585
Beta-lactoglobulin 0S=Bos taurus GN=LGB
Found in search of DATA.TXT

PE=1 SV=3

Hominal mass (M.): 19870; Calculated pI wvalue: 4.93
NCBI BLAST search of LACB BOVIN against

Unformatted sequence string for pasting

nr

into other applications
Taxonomy: Bos taurus

Variable modifications: Acetyl

No enzyme cleavage specificity
Sequence Coverage: 27%

(Protein N-term)

Matched peptides shown in Beold Red

1 MECLLLALAL
51 QSAPLRVYVE
101 DALNENKVLV
151 KFDKALKALP

VAGTWYSLAM AASDISLLDA
ECAQEKKIIAE KIKIPAVFKIL
QSLACQCLVR TPEVDDEALE

TCGAQALIVT
ELEPTPEGDL
LDIDYEKKYLL
MHIRLSFNPT

QTMRGLDIQK
EILLQEWENG
FCMENSAEPE
QLEEQCHI

MATRIX

“Civers Mascot Search Results

Protein View

Mateh to: ALBU _HUMAN Score: 1497
Serum albumin OS=Homo sapiens GN=ALB PE=1 SV=2
Found in search of DATA.TXT

value:
nr
into other applications

Nominal mass (Mg): 69321; Calculated pI 5.92
NCBI BLAST search of ALBU HUMAN against

Unformatted sequence string for pasting
Taxonomy: Homo sapiens
Variable modifications: RAcetyl

Neo enzyme cleavage specificity
Sequence Coverage: 4%

(Protein N-term)

Matched peptides shown in Bold Red

1 MEKWVIFISLL
51 FAQYLQQCPF
101 VATLRETYGE
151 FHDNEETFLK
201 CLLPKLDELR
251 EFAEVSKLVT
301 ECCEKPLLEK
351 LGMFLYEYAR
401 FXPLVEEPQN
451 SRNLGKVGSK
501 CTESLVNRRP
551 TALVELVEHK
601 AASQAALGL

FLESSAYSRG
EDHVELVNEV
MADCCARQEP
KYLYEIARRH
DEGEASSARQ
DLTKVHIECC
SHCIAEVEND
RHPDYSVVLL
LIKQNCELFE
CCHKHPEAKRM
CFSALEVDET
PEATKEQLEA

VFRRDAHKSE
TEFAKICVAD
ERNECFLQHK
PYFYAPELLF
RLECASLQKF
HGDLLECADD
EMPADLPSLA
LRLAKTYETT
QLGEYKFQNA
PCAEDYLSVV
YVPKEFNAET
VMDDFAAFVE

VAHRFRDLGE
ESAENCDKSL
DDNPNLPRLV
FAERYEAAFT
GERAFKAWAV
RADLAKYICE
ADEVESKDVC
LEKCCARADP
LLVRYTKKVP
LNQLCVLHEK
FTFHADICTL
KCCHADDKET

ENFEALVLIA
HTLFGDKLCT
RPEVDVMCTA
ECCQRADERR
ARLSQRFPER
NQDSISSKLK
KNYAERKDVE
HECYAKVEDE
QVSTPTLVEV
TPVSDRVTKC
SEKERQIKKQ
CFAEEGKKLV

Figure S11. Mascot search results for protein identification of B-casein (A), B-lactoglobulin (B),
a-crystallin (C), HSA (D) and insulin (E) using MALDI-FTICR ISD.
Sequence coverage of protein termini is indicated in red.
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Figure $S12. MALDI-FTICR ISD mass spectrum of an equimolar 10-protein mixture treated with HFIP.
Same mass spectrum has been used for the assignment of the ISD ions peaks of lysozyme (A), MBP
(B), myoglobin (C), ubiquitin (D) and cytochrome c (E).
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e Mascot Search Results

Protein View

Match to: LYSC CHICK Score: 730
Lysozyme C OS=Gallus gallus GN=LYZ FE=1 SV=1
Found in search of DATA.TXT

Nominal mass (M;): 16228; Calculated pI wvalue: 9.
NCBI BLAST search of LYSC CHICK against nr
Unformatted sequence string for pasting into other applications

37

Taxonomy: Gallus gallus

No enzyme cleavage specificity
Sequence Coverage: 29%

Matched peptides shown in Bold Red

1 MRSLLILVLC FLPLAALGEV FGRCELAAAM FRHGLDNYRG YSLGNWVCAA
51 KFESNFNTQA TNRNTDGSTD YGILQINSRW WCNDGRIPGS RNLCNIPCSA
101 LLSSDITASV NCAKKIVSDG NGMNAWVAWR NRCEGTDVQA WIRGCRL

(e Mascot Search Results

Protein View

Match to: MYG EQUBU Score: 864
Myoglobin OS=Bguus burchelli GN=MB PE=1 SV=2
Found in search of DATA.TXT

Nominal mass (M:): 17072; Calculated pI value: 7.21
NCBI BLAST search of MYG EQUSU against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Equus burchellii
Variable modifications: Acetyl

No enzyme cleavage specificity
Sequence Coverage: 31%

(Protein N-term)

Matched peptides shown in Bold Red

D

liives Mascot Search Results

Protein View

Match to: MBP_MOUSE Score: 1260
Myelin basic protein 0S5=Mus musculus GN=Mbp PE=1 SV=2
Found in search of DATA.IXI

Nominal mass (M;): 27151; Calculated pI value:
NCBI BLAST search of MBP MOUSE against nr
Unformatted seguence string for pasting into other applications

9.58

Taxonomy: Mus musculus

Variable modifications: Acetyl
No enzyme cleavage specificity
Sequence Coverage: 20%

(N-term) ,Acetyl (Protein N-term)

Matched peptides shown in Bold Red

[

MGNHSGKREL
ATQNNGTSAE
GREDNTFKDR
STMDHARHGF
SLPQRSQHGR

SAEKASKDGE
DTAVIDSEHT
PSESDELQTI
LPRHRDIGIL
TQDENPVVHE

THRGEAGKKR SVGKLSQTAS EDSDVFGEAD
ADPENNWQGA HPADPGNRPH LIRLFSRDAP
QEDPTAASGG LDVMASQRRP SQRSKYLATA
DSIGRFFSGD RGAPRRGSGK DSHTRTTHYG
FENIVTPRTP PPSQGRGGRD SRSGSPMARR

51
i01
151
201
251

leiivess Mascot Search Results

Protein View

Match to: UBC_PIG Score: 375
Polyunbigmitin-C 05=Sns scrofa GN=UBC PE=2 SV=1
Found in search of DATA.TXT

Nominal mass (M;): 59956; Calculated pI value: 7.10
NCBI BLAST search of UBC PIG against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Sus scrofa
Variable modifications: Acetyl

No enzyme cleavage specificity
Sequence Coverage: 9%

(K) , Phospho (ST)

Matched peptides shown in Bold Red

1 MGLSDGEWQQ VLNVWGEVEA DIAGHGQEVL IRLFIGHPET LEKFDH 1 MQIFVRTLTG RTITLEVEPS DTIENVKGKI QEKEGIPFDQ QRLIFAGHKQL
51 KTEAEMKASE DLEKKHGIVVL TALGGILKKK GHHEAELKPL AQSHATKHE 51 EDGRTLSDYN IQRESTLHLV LRLRGGMQIF VKILIGKTIT LEVEPSDTIE
101 PIKYLEFISD AIIHVLHSKH PGDFGADAQG AMTRALELFR NDIAARYREL 101 NVKAKIQDKE GIPPDQRQRLI FAGKQLEDGR TLSDYNIQKE STLHLVLRLR
151 GFQG 151 GGMQIFVKIL TGKIITLEVE PSDTIENVEA KIQDEKEGIPP DQQORLIFAGK
201 QLEDGRTLSD ¥YNIQKESTLH LVLRLRGGMQ IFVEKTLTGKT ITLEVEPSDT
{MATRIA}! 251 IENVEAKIQD KEGIPPDQQR LIFAGEQLED GRTLSDYNIQ KESTLHLVLR
T NI 301 LRGGMQIFVE TLIGKIITLE VEPSDTIENV KAKIQDKEGI PPDQQRLIFA
SCIENCE. MaSCOt Seamh Res“lts 351 GEQLEDGRTL SDYNIQKEST LHLVLRLRGG MQIFVKILIG KTITLEVEPS
401 DTIENVKAKI QDEKEGIPPDQ QRLIFAGKQL EDGRTLSDYN IQKESTLHLV
i 75 e 451 LRLRGGMQIF VKILIGKIIT LEVEPSDTIE NVEAKIQDKE GIPPDQQRLI
Protein View 501 FAGKQLEDGR TLSDYNIQKE STLHLVLRLR GGF
Match to: CYC_EQUAS Score: 172
Cytochrome ¢ OS=Bquus asinus GN=CYCS PE=1 SV=2
Found in search of DATA.TXT
Hominal mass (M;): 11811; Calculated pI walue: 9.59
NCBI BLAST search of CYC EQUAS against nr
Unformatted sequence string for pasting into other applications
Taxconomy: Equus asinus
Variable modificaticns: Acetyl (Protein N-term)
Nco enzyme cleavage specificity
Sequence Coverage: 34%
Matched peptides shown in Bold Red
1 MGDVERGEKI FVQRECAQCHT VEEGGKHEIG PNLHGLFGRK TGQAPGESYT
51 DANFNEGITW KEETLMEYLE NPEKYIPGIK MIFAGIKKKT EREDLIAYLK
101 FATHE
Figure S13. Mascot search results for protein identification of lysozyme (A), MBP (B), myoglobin

(C), ubiquitin (D) and cytochrome c (E) using MALDI-FTICR ISD.
Sequence coverage of protein termini is indicated in red.





