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%NQ&&N@N %&55&\”‘ File Select Sequest Protein Utilities Help
Sample: Berne, M. (K6) 1 mb OutFiles: 1283|944
DataFiles: K6 (02/27/04-02/27/04) Enzyme: Trypsin_Strict
Database: rat (01/05/2004) Mass: +1.5 (Mono)
Directory: mbernek6 View Info Max list:
Diff Mods: 16 M 57.02 C 0.000 X Intensity: 3.5e9 [MS2 x| DTA VCR
h% _mmc—‘ TIC _ mﬁm _,n_mz_ MH+ _ xC _ dCn _ Sp _zm.u_ wﬁ;m _.mm _ Ref _C_ mmn:msnm‘ _n_‘ae‘_” Fﬂo:mm:m:m _ Depth: “u

BB
El A gi|13591997|ref|NP_112319.1]

246 40]5:9.7e8|28%|avg:2.4e7 {37,3,0,1,1,1}

methylmalonate semialdehyde dehydrogenase gene [Rattus norve
mitochondrial precursor (MMSDH) m__wawowl__u_q_ |A44097 methyl

429 7.9e7 1844-1888 0.
528 7.3e6 2123-2152 m 0.
422 6.6e7 1818-1840 2 0.
416 6.9e5 1791-1806 2 O.
439 2.0e6 1893-1898 2 0.
395 2.3e7 1I54-1778 .2 0.
428 2.9e6 1824 3 -0.
294 1.5e7 1519-1539 2 -0.
352 1.7e7 1649-1680 2 O.
482 1.3e6 2033-2038 2 -0.
414 3.1e7 1790-1816 2 O.
555 3.3e6 2184-2207 2 O.
299 3.7e7 1545-1575 2 0.
288 8.0e7 1481-1516 2 -0.
129 1 77 0750-0801 20"
248 3.8e7 1329-1353 2 =0.
356 5.5e5 1689-1691 2 0.
154 5.5e6 0855-0883 2 O.
351 3.4e7 1646-1687 1 0.
541 5.8e5 2168 8 0.
230 3.0e7 1235-1267 2 -0.
176 1.3e6 0990 80,
466 2.0e6 1961-1968 2 -1
242 3.1e6 1296 8.0
456 1.5e6 1925 @i 0,
232 1.2e7 123c-1 | HUINEEE
240 3.9e7 1283-1326 1 0,
316 4.0e5 1601-1606 1 0.
471 3.9e5 1982-1995 2 -0.
418 1.0e7 1792-1617 I @
238 1.1e8 1276-1332 1 0
306 3.3e5 1589 9 o
173 5.3e7 0962-1010 1 0.

http://localhost/cgi-bin/runsummary. pl?directory=mbernek6&PULL TO TOP.x=1 &max_ rank=3&max list=1000&sort=conse..
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91113591997
g4 1183591997

gicus] gi|400269|sp|Q02253|MMSA_RAT Methylmalonate- -semialdehyde dehydrogenase [acylating],
malonate-semialdehyde dehydrogenase (acylating) (EC 1.2.1.2

) VNAGDQPGADLGPLITPOAK
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gi|13591997 =) QGIQFYTQLK
gi1]13591997 (=) AFPAWADTSILSR
gi|13591997 (~) EGASILLDGR
gi|13591997 (=) VPGATM*LLAK
gi[13591997 (=) NHGVVM* PDANK

gai 389 1G9 (~)DM*DLYSYR
g1/13591997 (=) TLADAEGDVFR
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Sample: Berne, M. K6 1

Send to: NCBI: &

uvm»_mewwwmqMwmmwzw&mewpm.H_ methylmalonate semialdehyde dehydrogenase gene [Rattus norvegicus]
gi|400269|sp|Q02253 |MMSA RAT Methylmalonate-semialdehyde dehydrogenase [acylating], mitochondrial precursor
(MMSDH) gi|347034|pir||A44097 methylmalonate-semialdehyde dehydrogenase (acylating) (EC 1.2.1.27) - rat
gi|205526|gb|ARRA41638.1| methylmalonate semialdehyde dehydrogenase [MASS=57808] [MASS=57808]

MAAAVAAAAA VRSRILOVSS KVNSTWYPAS SFSSSSVPTV KLEIDGKEVE SKSDKWIDIH NPATNEVVGR VPQOSTKAEME
AAVAACKRAF PAWADTSILS RQOVLLRYQQ LIKENLKETA RLITLEQGKT LADAEGDVFR GLOVVEHACS VTSLMLGETM
PSITKDMDLY SYRLPLGVCA GIAPFNFPAM IPLWMFPMAM VCGNTFLMKP SERVPGATML LAKLLQODSGA PDGTLNIIHG
QHEAVNFICD HPDIKAISFV GSNQAGEYIF ERGSRNGKRV QOANMGAKNHG VVMPDANKEN TLNQLVGAAF GAAGORCMAL
STAVLVGEAK KWLPELVERA KNLRVNAGDQ PGADLGPLIT PQAKERVCNL IDSGAKEGAS ILLDGRKIKV KGYENGNFVG
PTIISNVKPS MTCYKEEIFG PVLVVLETET LDEATIKIVND NPYGNGTAIF TTNGAIARKY AHMVDVGQVG VNVPIPVPLP
MESFTGSRSS FRGDTNEYGK QGIQFYTQLK TITSQWKEED ATLSSPAVVM PTMGR

Mass (mono): 57770.6 Identifier: gi|13591997 patabase: C:/database/rat.fasta
Protein Coverage: 301/535 = 56.3% by amino acid count, 32467.4/57770.6 = 56.2% by mass

i 42} uuuwgmwoaw‘a mmwm
m L B B B e e
Sort by: Sequence ml. Position _.i
»mmewcwwow g oy
AFPAWADTSILSR 89 - 101
ATSFVGSNQAGEYIFER 256 = 2792
CMALSTAVLVGEAK 317 - 330
DMDLYSYR 166 - 173
EEDATLSSPAVVMPTMGR 518 - 535
EGASILLDGR 377 = 386
GDTNFYGK 493 - 500
o 141 - 165

http://localhost/cgi-bin/flicka.pl?Db=C:/database/rat. fasta&Mass Type=1&Pep=NHGV VMPDANK+AEMEAAVAACK+GDT...  2/27/2004
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Sample: Berne, M. (K7) 1 mb OutFiles: 1380|925
DataFiles: K7 (03/01/04-03/01/04) Enzyme: Trypsin_Strict
Database: rat (01/05/2004) Mass: +1.5 (Mono)
Directory: mbernek7 View Info Max list: mm.mm.ml
Diff Mods: 16 M 57.02 C 0.000 X Intensity: 8.4e9 [MS2 x| DTA VCR |
| # leey] 1ic [ Fite  JzJam] mu+ [ xc ] acn | se Irsp| 1ons Jsr | Ref _Jol  sequence  Jeron] [ consensus | pepth: 5

3 e
Bl A gi|25453414]ref|NP_037289.1]

228 42|3:2.8e9|33%|avg:6.6e7 {37,3,2,0,0,1}

arginosuccinate synthetase; arginosuccinate synthetase 1 [Rattus norvegicus] gi|114291
gi|68637|pir| |AJRTRS argininosuccinate synthase (EC 6.3.4.5) - rat gi|55767|emb|CAA3

921 1.2e7 2715-2751 2 -0.6
924 5.3a7 27160413 0.7
761 2.0e8. 73000 10 8 0.4
658 1.1e8 2049-2079 3 0.5
883 1.4e8 2613-2655 2 0.8
851 7.3e6 2501-2514 3 -0.7
868 2. 3a7 2577-2614 2 ~0.7
762 1.8e7 2338-2350 2 1.1
887 2.8e6 2622-2650 3 0.5
938 Bie b 27702751 2 0%
655 6.1e7 2044-2082 2 1.4
733 5.9e6 2259-2260 2 0.7
719 5.9e8 2207-2254 2 0.3
1007 6.5e6 3030-3034 3 -1.5
534 1. 1e8 U811-1835 2 -1.2
439 7.0e7 1420-1456 2 0.4
454 3.5e7]500E1637 2 0.1
475 8.7e7 1588-1621 2 0.0
366 5.9e6 1162 2 0.4
274 2.6e7 0845-0868 2 -1.1
374 8.7e7 1183-1219 2 -0.8
441 1.6e6 1429-1447 1 0.9
389 7.3e7 1225-1255 2 -0.5
456 7.3e7 1825-1543 2 0.1
452 5.7e7 1506-1540 1 0.6
453 1.5e8 151271585 1 0.1
395 1.5e7 126712008 ~0.8
306 2.8e7 1003-1031 2 0.6
492 1.1e6 1656-1669 1 0.9
212 1.5e7 0520-0543 2 0.4
491 1.7e8 1650-1681 3 -0.1
473 1 \ep 1581-1627 1 0.2
488 8.9e7 1649-1684 2 0.2
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gi|25453414

Isp|P09034 |ASSY_RAT Argininosuccinate synthase (Citrulline--aspartate ligase)
0999.1| unnamed protei

DGTTHSTSLDLEM*YLNEVAGK
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gi|25453414 (=) APNTPDVLEIEFKK
gi}25453414 (-) EQGYDVIAYLANIGQK
gi|25453414 (-) SPWSM*DENLMHISYEAGILENPK
gi]25453414 (=) FAELVYTGFWHSPECHEEVR
gil25453414 (~) SPWSM*DENLM*HISYEAGILENPK
gi|25453414 (=) EQGYDVIAYLANIGOK
gi|25453414 (-) DGTTHSTSLDLFMYLNEVAGK
gi|25453414 (=) APNTPDVLEIEFKK
gi|25453414 (=) APNTPDVLEIEFK
gi|25453414 (-) APNTPDVLEIEFK
gi|25453414 (=) GIYETPAGTILYHAHLDIEAFTM*DR
gil25453414 (=) YLLGTSLAR
gi|25453414 (=) KVFIEDVSK
gi]25453414 (=) VFIEDVSK
gi|25453414 (=) GOVYILGR
gi|25453414 +1 (-)GRNDLM*EYAK
gi|25453414 (=) KOVEIAQR
gi|25453414 +1 (-)NDLM*EYAK
gi|25453414 (=) KVFIEDVSK
gi|25453414 +1 (-)M*PEFYNR
gi|25453414 (-) VOVSVEK
gi]25453414 (=) VFIEDVSK
gi|25453414 (~) VOQVSVFK
1125453414 +1 (-)M*PEFYNR
gi|25453414 (=) EDFEEAR
gi|25453414 (=) QHGIPIPVTPK
gi|25453414 (=) LKEYHR
gi|25453414 (-) QHGIPIPVTPK
gi|25453414 (=) GOVYILGR
gi|25453414 () QHGIPIPVTPK

http://localhost/cgi-bin/runsummary.pl?directory=mbernek7 &PULL_TO_TOP.x=1&max_rank=3&max_list=1000&sort=consens... 3/1/2004
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acetyl-coenzyme A dehydrogenase, medium chain; Acyl-Coenzyme A dehydrogenase, C-4 to C-12 straight-chain [Rattus norvegicus] gi|113018|sp|P08503|ACDM_RAT Acyl-CoA

dehydrogenase, medium-chain specific, mitochondrial precursor (MCAD) gi|66079|pir| | DERTCM acyl-CoA dehydroge
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Phosphoglycerate kinase gi|2117894|pir||148074 phosphoglycerate kinase (EC 2.7.2.3) - Chinese hamster gi|987048|emb|CAA86028.1| phosphoglycerate kinase [Cricetulus

griseus] [MASS=44563] [MASS=44563]
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http://localhost/cgi-bin/runsummary.pl?directory=mbernek7&PULL_TO TOP.x=1&max_rank=3&max_list=1000&sort=consens..
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Sample: Berne, M. K7 i

Send to:

demmmpmwawpmwmm_zwlowqwmm.wm arginosuccinate synthetase; arginosuccinate synthetase 1 ﬁnm tus norvegicus]
gi|114291|sp|P09034|ASSY RAT Argininosuccinate synthase (@ikrulline-~as ﬂuw&mwm ligase) gi|68637|pir| |AJRTIRS
argininosuccinate synthase (EC 6.3.4.5) - rat gi[55767|emb|CAA30999.1| unnamed protein ﬁwogﬁof [Rattus
norvegicus] gi|203016|gb|AAA40771.1| argininosuccinate synthetase [Rattus norvegicus] [MASS= =46496] [MASS=46496]

< MSSKGSVVLA YSGGLDTSCI LVWLKEQGYD VIAYLANIGQ KEDFEEARKK ALKLGAKKVF IEDVSKEFVE EFIWPAVQOSS
ALYEDRYLLG TSLARPCIAR KQVEIAQREG AKYVSHGATG KGNDQVRFEL TCYSLAPQIK VIAPWRMPEF YNRFKGRNDL

¢ MEYAKQHGIP IPVTPKSPWS MDENLMHISY EAGILENPKN QAPPGLYTKT QDPAKAPNTP DVLEIEFKKG VPVKVTNVKD
GTTHSTSLDL FMYLNEVAGK HGVGRIDIVE NRFIGMKSRG IYETPAGTIL YHAHLDIEAF TMDREVRKIK QGLGLKFAEL
VYTGFWHSPE CEFVRHCIDK SQERVEGKVQ VSVFKGQVYI LGRESPLSLY NEELVSMNVQ GDYEPIDATG FININSLRLK
EYHRLQSKVT AK

Mass (mono): 46466.9 Identifier: gi|25453414 patabase: C:/database >/rat.fasta
Protein Coverage: 227/412 = 55.1% by amino acid count, 25899.2/46466.9 = 55.7% by mass

T e Wi
N R RN T B
Sequence m.l Position e
APNTPDVLEIEFK 216 - mmm
APNTPDVLEIEFKK 216 - 229
DGTTHSTSLDLFMYLNEVAGK 240 - 260
EDFEEAR 42 - 48
EQGYDVIAYLANIGOK 26 - 41
FAELVYTGFWHSPECEFVR Bl =885
GIYETPAGTILYHAHLDIEAFTMDR 280 - 304
GOVYILGR 356 - 363
GRNDLMEYAK Lo6isaiion

http://localhost/cgi-bin/flicka.pl?Db=C:/database/rat. fasta&Mass Type=1 &Pep=GIYETPAGTIL YHAHLDIEAFTMDR+EQGYD... 3/1/2004
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Sample: Berne, M, K7 1

Send to:

V@M 11730518 |sp|P50310 | PGK CRIGR Phosphoglycerate kinase gi|2117894|pir}|T148074 phosphoglycerate kinase (EC

2.7.2.3)0 - tehina e hamster @imquo@m~mSU_Ow$mmomm.H_ phosphoglycerate kinase [Cricetulus griseus] [MASS=44563]
[MASS=44563]

MSLSNKLTLD KLDVKGKRVV MRVDFNVPMK NNQITNNQRI KAAVPSIKFC LDNGAKSVVI, MSHLGRPDGV PMPDKYSLEP

VAAELKSLLG KDVLFLKDCV GPEVENACAN PAAGTVILLE NLRFHVEEEG KGKDASGNKI KAEPAKIDAF RASLSKLGDV

YVNDAFGTAH RAHSSMVGVN LPOKAGGFLM KKELNYFAKA LESPERPFLA ILGGAKVADK IQLINNMLDK VNEMIIGGGM

AFTFLKVLNN MEIGTSLYDE EGAKIVKDLM AKAEKNGVKT TLPVDEVTAD KFDENAKTGQ ATVASGIPAG WMGLDCGTES

SKKYAEAVAR AKQIVWNGPV GVFEWEAFAR GTKSLMDEVY KATSRGCITI IGGGDTATCC AKWNTEDKVS HVSTGGGASI,

ELLEGKVLPG VDALSNV

Mass (mono): 44534.0  1dentifier: gi|1730519 Database: C:/database/rat. fasta

Protein Coverage: 186/417 = 44.6% by amino acid count, 200200 3 /44584 g - 45.2% by mass

11— —44534, ¢ ~417

~41091.1 - —{ 417

B N e

Sequence mym

AHSSMVGVNLPOK
ALESPERPFLAILGGAK
DVLFLK
ITLPVDFVTADKFDENAK
LGDVYVNDAFGTAHR
NNQITNNQR
QIVWNGPVGVFEWEAFAR
SVVIMSHLGRPDGVPMPDK
VLNNMEIGTSLYDEEGAK

VLPGVDALSNV

Sort by:

Position |
1028 =8
200 - 216
S = 9
280 - 297
a7 = 479
S e B9
333 - 350
57 = QW\
247 - 264
407 - @HNQI

Esu”\\_oomEoﬁ\om_.-_u_.sS_.o_&.USU_UHO“\QNQ_B
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Setup CreateDTA VuDTA RunSequest Status Summary Home
Sample: Berne, M. K7 1
NCBI: BT
medium chain; Acyl-Coenzym
Qi wmwmpcjﬁtowawa [Rat COM RAT Acyl-Coh Qﬁj<awoam
specific, mitochondrial acyl-CoA dehydrogenase (EC
nedium-chain-specific, 0670.1| acyl-CoA dehydrogenase
1.3.99.3) [MASS=46555]
MAAALRRGYK VLRSVSHFEC gomﬂmwmbw Dmmcw_mmmﬂm LTEQQKEFQT IARKFAREEI IPVAPDYDKS GEYPFPLIKR
AWELGLINTH IPESCGGLGL GTFDACLITE ELAYGCTGVQ TAIEANSLGQ MPVIIAGNDQ OKKKYLGRMT EQPMMCAYCV
TEPSAGSDVA GIKTKAEKKG DEYVINGQKM WITNGGKANW YEFVLTRSNPD PKVPASKAFT GFIVEADTPG IHIGKKELNM
GQRCSDTRGI TFEDVRVPKE NVLIGEGAGF KIAMGAFDRT RPTVAAGAVG LAQRAIDEAT KYALDRKTFG KLLVEHQGVS
FLLAEMAMKYV ELARLSYQRA AWEVDSGRRN TYFASIAKAF AGDIANQLAT DAVQIFGGYG ENTEYPVEKL MRDAKIYQIY
EGTAQIQRLI IAREHIEKYK N
Mass (mono): Kpmumm.w Identifier: gi 8392833 patabase: C:/database/rat.fasta
Protein Coverage: 164/421 = 39.0% by amino acid count, 18149.4/46525.8 = 39.0% by mass
1t 46525, 8 {421
a1} 41495, 0 {408
Sort by: Sequence [ Position I
AAWEVDSGR SAlgielieitis
AFTGFIVEADTIPGIHIGK 2138 - 235
ALDEATK 295 = Sk
ALDEATKYALDRKTEGK Zis = Sl
ANWYFVLTR 1298 =206
EFQTIAR AT e B
ENVLIGEGAGFK 260 = 2l
IYQIYEGTAQIQOR SO6E = Rgm,
179 - 189

http://localhost/cgi-bin/flicka. pl?Db=C:/database/rat. fasta&Mass Type=1&Pep=AF TGFIVEADTPGIHIGK+ALDEATK+KGDE..

3/1/2004
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%@Q:&Mﬁ h&&ssaﬁa’w\ File Select Sequest Protein Utilities Help
Sample: Berne, M. (K11) 1 mb OutFiles: 1142|754
DataFiles: K11 (03/02/04-03/02/04) Enzyme: Trypsin_Strict
Database: rat (01/05/2004) Mass: +1.5 (Mono)

Directory: mbernekli View Info Max list:
Diff Mods: 16 M 57.02 C 0.000 X Intensity: 1.4e10 [MS2 ~| DTA VCR |
[ # Jesu] 1ic | Fite  [z]am] mu+ [ xc | dcn [ sp [Rsp] 1ons [ st | Ref [O]  sequence  [prob| [ consensus | pepth: |3
EHE
El A gi|2119726]pir| |156581 302 61|5:4.9e9|35%|avg:8.0e7 {54,6,1,0,2,4
dnaK-type molecular chaperone m_‘uum precursor - rat gi|1000439|gb|AAB34982.1| grp75 [Rattus sp.] [MASS=73745] [MASS=73745] &
462 2.5e7 1838-1849 2 -0.1 1810.1 5.71 0.56 2171 - 1 24/32 -- gi[2119726 +1 (-)SQVFSTAADGQTQVEIK ¥
566 4.0e8 2188-2208 @ 0.3 1646.6 5.520 =—-- 1241 1 24/30 --  gd}2119726 &3 {(=JVINEETAAATLVCLDK
476 2.7e7 1887-1918 2 0.6 1809.4 5.44 0.54 2342 1 24/32 -- gi[2119726 +1 (-)SQVESTAADGQTQVEIK V
491 1.0e7 1930-1958 2 0.6 1809.4 52500050 9533 18 02/30 -- @l 2119726 41 () SOVESTAADEOROMEIK v/
514 3.8e8 2013-2053 2 -0.8 1873.7 4.57 0.51 1472 1 21/32 -- gi|2119726 +1 (-)VEAVNM*AEGITHDTETK V
649 1.9e7 2440-2464 2 -0.3 2642.6 4.45 0.62 606 1 20/46 -- gil2119726 +2 (-)CHELSSSVQTDINLPYLTM*DASGPK V
509 1.7e8 1992-2024 2 0.1 1243.3 4.33 0.35 1174 1 20/22 -- gi|2119726 +2 (-)DAGQISGLNVLR V
385 7.3e7 1624-1654 2 0.6 1474.1 4.20 0.51 1460 1 22/26 -- gi]2119726 +1 (-)EQQIVIQSSGGLSK
667 1.4e8 2510-2542 2 -0.1 1569.9 4.13 0.48 1130 1 20/26 -- gi|2119726 +2 (-)LYSPSQIGAFVIM*K V
362 2.4e7 1570-1582 2 -0.6 1870.4 4.05 0.53 1147 1 21/28 -- gi|2119726 +1 (~)M*EEFKDQLPADECHNKY
672 3.4e8 2534-2571 2 0.2 1334.4 4.04 0.42 254F 1 19/22 -  gil2119726 5 @ [(C)AQPEGIVIDLIKY
739 6.1eb 2773=27i6 2 0.9 2309.7 4.02 0.56 957 1 21/42 -—— gif2119726 1 (-)GVPQIFVEEDIDANGIVHVSAK v
500 2.9e8 1956510042 106 1290983899 10/ 450 142i6 ¢ Wl 17/20 —=ileslliof 1 ool il (-] VOOTVEBIEERERY
533 3.4e8 2077-2112 2 ~0.4 1463.2.3189.0.32 786 1 18/26 -- @ gillli9706 2 (-)SEBEEEIVCOMITR V
322 8.4e6 1383-1389 2 0.0 1334.4 3.88 0.47 975 1 .16/22 ~-- gi|2119726 +3 (-)ETAENYLGHTAK \
517 1.2e8 2025-2055 3 -1.0 1874.0 3.83 0.43 688 1 29/64 -- gi|2119726 +1 (-)VEAVNM*AEGIIHDTETK ¥
713 7.1e7 2637-2656 2 0.5 1593.5 3.81 0.55 766 1 21/28 -- gi|2119726 +1 (-)LLGQFTLIGIPPAPR V
310 2.6e7 1310-1330 2 -0.8 1609.6 3.81 0.49 1291 1 20/26 -- qi|2119726 +3 (-)M*RETAENYLGHTAK Y
358 3.6e7 1528-1533 2 0.3 1569.4 3.80 0.45 64F 1 17/26 -- gi|2119726 +2 (-)QAVTNPNNTEYATK U
528 1 2e7 0060 0HE 2 0.7 1244l s ol 0lp6 se4 i D0/ = gill2 11008 o) () DRcoTSchnmRY
316 3.8e7 1353-1270 2 0.0 1232 415 69 0.43 806 1 17/22 " Giioiloie o) (C)oRRssen
303 1.0e7 1292-1298/2 0.1 1342.3 565 0,42 1129 1A 18/24 == igil]2119726 (0 (-) ASNGDAWEEAECK M
466 4.0e8 1846-1885 2 0.5 1477.1 3.55 0.61 685 1 17/26 -- gil2119726 +2 (-)TTBSVVAFTPDGER
728 3.3e7 2742-2775 2 0.1 1593.9 3.49 0.36 734 1 20/28 -- @gi|2119726 +1 (-)LLGQEFTLIGIPPAPR ¥
718 1.8e8 2692-2737 2 0.6 1593.4 3.46 0.45 577 1 19/28 -- gi]2119726 +1 (-)LLGQFTLIGIPPAPR 4
204 1.6e8 0954-0993 2 -0.2 959.2 3.28 0.34 661 1 14/16 -- gil2119726 +2 (-)VLENAEGAR T
557 4.3e8 2155-2192 2 0.3 1695.6 3.23 0.09 577 1 20/28 -- gi|2119726 +2 (~)NAVITVPAYFNDSQR ¥
695 4.9e6 2606-2612 2 -0.6 133501 3.17 0.34 13265 1 17/22  —- @ @gil2119726 15 (-)AQEEGIVIDLIK
469 1.le7 1862-1876 1 0.6 1477.0 3.08 0.39 337 1 16/26 -- gi|2119726 +2 (-)TTPSVVAFTPDGER
432 1.4e6 1744 2 0.4 1474.2 3.08 0.39 661 1 16/26 -- gi|2119726 +1 (-)EQQIVIQSSGGLSK
524 8.8e6 2060-2068 2 -1.5 1293.0 3.02 0.30 1422 1 17/20 -- gi|2119726 +1 (-)VQOTVODLFGR y
391 1.5e6 1636 1 1.0 1473.6) 2.98 0.47 43T w506 —— | ga|2019726 | +1 ' (=) EOQIVIOSSGGLSK
214 1.6e8 0990-1022 2 0.0 1150.2 2.92 0.23 502 1 13/16 --  gi|2119726  #2 (-)RYDDPEVOK V
569 6.2e6 2206-2217 2 0.1 1695.8 2.85 ---- 387 1 14/28 -- gi|2119726 +2 (-)NAVITVPAYENDSQR

http://localhost/cgi-bin/runsummary.pl?directory=mbernek1 1&PULL TO TOP.x=1&max rank=3&max list=1000&sort=conse... 3/2/2004
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Sample: Berne, M. )Lk b

Send to:

”V@Hwawwqmmm@wawmemmw dnaK-type molecular chaperone grp/5 precursor - rat gi|1000439|gb|AAB34982. 5

[Reseisiicn .

- MISASRAAAA
AEGARTTPSV
YSPSQIGAFV
AVYDLGGGTFE
SSVQTDINLP
DLFGRAPSKA
QVE IKVCQGE
MVENAEKYAE
QOASLKLFEM

Mass (mono):

RLVGTTASRS
VAFTPDGERL
LMKMKE TAEN
DISILEIQKG
YLTMDASGPK
VNPDEAVAIG
REMAGDNKILL
EDRRKKERVE
AYKKMASERE

73698 .8

Protein Coverage: 361/679

] [MASS=73745]

PAAARHQDGW
VGMPAKRQAV
YLGHTAKNAV
VFEVKSTNGD
HLNMKLTRAQ
AATQGGVLAG
GQFTLIGIPP
AVNMAEGIIH
GSGSSSTGEQ

Identifier: 9112119726
53.2% by amino acid count,

s
[MASS=73745]

NGLSHEAFRF
TNPNNTEFYAT
ITVPAYFNDS
TFLGGEDFDQ
FEGIVTDLIK
DVTDVLLLDV
APRGVPQIEV
DTETKMEEFK
KEDQKEEKQ

Database: C

VSRRDYASEA
KRLIGRRYDD
QROATKDAGQ
ALLRHIVKEF
RTIAPCOKAM
TPLSLGIETL
TFDIDANGIV
DQLPADECNK

IKGAVVGIDL
PEVOKDTKNV
ISGLNVLRVI
KRE TGVDLTK
QDAEVSKSD I
GGVETKLINR
HVSAKDKGTG
LKEE ISKMRE

GTTNSCVAVM
PFKIVRASNG
NEPTAAALAY
DNMALQRVRE
GEVILVGGMT
NTTIPTKKSQ
REQQIVIQSS
LLARKDSETG

C:/database/rat.fasta
39119.9/73698.8

EGKQAKVLEN
DAWVEAHGKL
GLDKSEDKVI
AAEKAKCELS
RMPKVQQTVQ
VFSTAADGOT
GGLSKDDIEN
ENIRQAASSL

= 53.1% by mass

1}

7}

T35

1655

H2956 .5

[

1T TR

i

| I

Sort by:

mon=m=nmﬂs

AQFEGIVIDLIK

ASNGDAWVEAHGK

CELSSSVQTDINLPYLTMDASGPK

DAGQISGLNVLR
DDIENMVK
DNMALQR
EQQIVIQSSGGLSK

ETAENYLGHTAK

Position |
349 - 360
A7 =il
Sl 340
207 = 218
556 = HES
sioul — S0
5428 55 5
d760 = s
293 = 300

[ T T W

1679

Tlarpid

Esu”\\_oom_womﬁ\omw-gs\nwowm.vSOwHO”\amﬁmgm@\aﬁ.mmmﬁm%nzm.mmﬂu%mu_%%@ﬁﬂ?@ﬁmmjﬁibzm;h@omﬁMHHQE%»%W[TQ/%O... 3/2/2004
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Sample: Berne, M. (K301) 1 mb OutFiles: 1319|895

DataFiles: K301 (04/05/04-04/05/04) Enzyme: Trypsin_Strict

Database: rat (01/05/2004) Mass: w;.m ﬁzo:ov

Directory: mbernek301 View Info Max list: |

Diff Mods: 16 M 57.02 C 0.000 X Intensity: 9.4e9 [MS2 ~| DTA VCR|
~‘§ _mmc_ TIiC _ File _ _mg_ MH+ _ xC _ dCn _ mv —zm,%_ Mezm _ sf _ Ref _S_ Sequence _Em&_, _ Consensus _Um_un—: wu
EE i :
Bl A gi]6729936/pdb|IMABIG & < +1 76. Hm_M 7 KJM,«Q_%.W% mmu%t 3,0,0,0,0%
Q_m_: G, Rat Liver F1-Atpase u:uHoHoo_oE>>>ﬁuumsw_ ATP synthase gamma-subunit [Rattus norvegicus] [MASS=29933] [MASS=29933]
102 1 4e 83383 -34 02028 -20 12 3651 23 1A g gl 55 11181 qbi 2R e gi|6729936 +1 (-)KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK
HQMH 3.3e8 3368=8416 12110 3647 S ANE0N0 57 1066 d 25/ 640 = gi|6729936 +1 (-)KPPTFGDASVIALELINSGYEFDEGSIIEFNQFK
683 5.2e6 2149-2168 2 -0.5 1755.4 3.27 0.48 677 28 = gil6729936 +1 (-)NASDM*IDKLTLTENR

557 4.5e7 1972-2008 2 0.0 1309.4 3.16 0.53 741 1 16/20 -- gi|6729936 +1 (-)THSDQFLVSFK

291 8.3e7 1128=1170 2 0.2 10785183 11 0.39262 e 1720 mw_mqwmmwm +1 (-)NDM*AALTAAGK

563 4.8e6 1188052002 '3 0L 7 ISi QP S 09 0. 27 568 200 g6 29986 @ &l (=) THSDOELVSER
1050 3.le6 3480-3495 2 -0.4 3649.5 3.02 0.58 473 1 17/64  —- gl|6729936 +1 (~-)KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK
1034 1:0a7 3431-83465 2 -2..8 8651 .4 3.00 0.41 28716 1. 13/64 -—- gil 6729936 il (-) KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK
568 1.4e6 1988-1993 1 1.1 1308.4 2.26 0.43 627 1 13/20 --  gil|6729936 +1 (-)THSDOFILVSEK

802 Sl 2480-258d il 0lie RIS 4108 2125 0 uabi 245 10 2L e gil6729936 +1 (-)ELIEIISGAAALD

462 4.5e7 1752 1781 2 —0.7 1091.3 2.05 029 454 1 13408 -  gi]6729986 41 (CIEVMFIVCICER

502 1iise7 i 1847 =186/ 2 B QLERIe 0 M. 83 e 8 8 3 Sl —— gi|6729936 i (=) NIERT RNR

467 ANSes 750 =17 T 0G0 SEREE L 84N O oI O 1. 12418 - 916729986 +1 (-) BVM*IVGIGEK

803 2 56e6 24842513 11 -1 00 igflalibiul . 56 QLA 298 2 oed gi] 6729936 +1 (-)ELIEIISGAAALD

804 5coR s 00 2 0L SNSRI 6 — R T 12 L R gi|6729936 +1 (-)ELIBEIISGAAALD

306 1.1a7 1226-0249 1 0.5  69614810.94 —--——" 207 il 6/10 -~ gi|6729936 o2 -) SVISYK
Bl B ¢i|27700611 |ref{XP_230019.1} 36 4[3:1.2e6]|0%]avg:3.1e5 {3,0,1,0,1,6}
titin [Rattus norvegicus] [MASS=1297407] [MASS=1297407]

30 3LB5e 300530282 3 =G Adilidls o | I37eRAiG 1548 500 1 §/ad0 —— g2 700611 (=) VDM*NDAGNFTC#R

181 4.5e5 0460 2 —ASSESIS BN 1 019 N GNEREE BB 5 ) 6 —- gi|27700611 (=) NTINKAGR

47 2.5e5 0283 2 0 SN OBBAR C 016 OO Cia 0.77 5/14 -- gil27700611 (=) IGDSICHLR
3133 1.8e5 3730 2 1.1 3250.7 0.92 —-—- 96 27 856 = gi|27700611 +1 (-)YVCQIKNDAGMRECSALLTVLEPARIVEK
B ¢ ¢i|27666086|ref|XP_222242.1| 30 3|>:1.9e7|0%]avg:6.3e6 {3,0,0,0,0,0}
similar to mKIAA0219 protein [Mus musculus] [Rattus norvegicus] [MASS=313138] [MASS=313138]

951 giGes 817856882« GIHONPHIS oI i OM R Sl 276 /50 0 gi|27666086 (=) TVLNSHKVLPLETLVTDAGEVMETGK

567 9 de6 1987=2006"3 —1 .2 209012001 7200 N08138 265 4 /60 == gil27666086 (=) EM* LOAOMDKEAQIRRR
1210 1 4eb 3985 il QUG TLTL - (5 (0] DIR0) S 0] G902 8/48 -~ gi|27666086 {~) RLOELDGELEAALGLLDAIM*TRNPR

El b ¢i}17380501 (sp|P16086|SPCN_RAT +142 5|3:3.8e7{0%]|avg:7.5e6 {2,2,1,0,1,0}
Spectrin alpha chain, brain (Spectrin, non-erythroid alpha chain) (Alpha-II spectrin) (Fodrin alpha chain) gi|3462887|gb|AAC33127.1]| alpha-fodrin [Rattus norvegicus]
[MASS=284637] [MASS=284637]

543 1i8e7 19491970 2 1.301524.3 2 261 ———— 407 12 A4 —— gi|17380501 +4 (-)DMDDEESWIKEK

http://localhost/cgi-bin/runsummary. pl?directory=mbernek301&PULL_TO TOP.x=1&max_rank=3&max list=1000&sort=cons... 4/5/2004
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T

Sample: Berne, M. K301 i)

Send to: |

+
79}
o
ot
Gk
o
th

mma-subunit

{45}

>gi| 6729936 |pdk | IMAB|G Chain G, Rat Liver Fl-Atpase gi|310190|gb|ABRA41776.1| ATP synthase ¢
norvegicus] [MASS=29933] [MASS=29933]

RDITRRLKSI KNIQKITKSM KMVAAAKYAR AERELKPARV YGTGSLALYE KAEIKGPEDK KKHLIIGVSS DRGLCGAIHS
SVAKQMKNDM AALTAAGKEV MIVGIGEKIK SILYRTHSDQ FLVSFKDVGR KPPTFGDASV IALELLNSGY EFDEGSIIFN
QFKSVISYKT EEKPIFSFST VVAAENMSIY DDIDADVLON YOEYNLANII YYSLKESTTS EQSARMTAMD NASKNASDMI
DKLTLTFNRT RQAVITKELI EIISGAAALD

Mass (mono): 29914.6 Identifier: gi|6729936 = Database: C:/database/rat.fasta
Protein Coverage: 99/270 = 36.7% by amino acid count, 10727.5/29914.6 = 35.9% by mass

i S b 20270.2 1375
L B L L

Sequence | Position |
ELIEIISGAAALD 258 - D00
EVMIVGIGEK 99 - 108
KPPTFGDASVIALELLNSGYEFDEGSIIFNQFK 131 - 163
LTLTFNR 243 - 249
NASDMIDKLTLTENR 235 - 249
NDMAALTAAGK 88 - 98
SVISYK 164 - 169
THSDQFLVSFK e — 126

hitp://localhost/cgi-bin/flicka. pl?Db=C:/database/rat. fasta&Mass Type=1&Pep=KPPTFGDASVIALELLNSG YEFDEGSIIFNQF...  4/5/2004



