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NGRS Mascot Search Results

User : JPROS

Emai | : pro@bios.co.jp

Search title : D\ JPROS\ LO15\ c(x10) _6nmicro.wi ff (sanmple nunber 1)

Ms data file : mas90F. tnp

Dat abase : NCBI prot 20180429 (152462470 sequences; 55858910152 resi dues)

Taxonony : Honpo sapiens (human) (327411 sequences)

Ti mest anp : 14 Feb 2019 at 06: 30:53 GMI

Protein hits : EAWIB850.1 RNA U, small nuclear RNA export adaptor (phosphorylation regulated), partial [Homo sapiens]

NP_004631.1 spliceosone RNA helicase DDX39B [ Honp sapi ens]

AAHO0151.1 Chronpsone 22 open reading frame 28 [Honp sapi ens]

BAB15509.1 unnaned protein product [Honp sapi ens]

BAH14636.1 unnaned protein product [Honp sapi ens]

NP_000414.2 keratin, type |l cytoskeletal 2 epidernal [Honp sapiens]

NP_006112. 3 keratin, type Il cytoskeletal 1 [Honp sapiens]

NP_000412.3 keratin, type | cytoskeletal 10 [Honp sapi ens]

QBPEY2. 2 RecNane: Ful | =Tubul i n al pha-3E chain; Al tName: Ful | =Al pha-tubulin 3E; Contains: RecName: Full=Detyrosinat

Mascot Score Histogram

Tons score is -10¥Log(P), where P is the probability that the observed match is a random event.
Individual ions scores > 39 indicate identity or extensive homology (p<0.05).
Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.
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Peptide Summary Report
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| Select All | | Select None | | Search Selected | [IError tolerant
1. EAWI8850. 1 Mass: 46023 Score: 229 Mat ches: 18(5) Sequences: 10(5) enPAl: 0.47

RNA U, small nuclear RNA export adaptor (phosphorylation regulated), partial [Honp sapiens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide

M 263 468.7125 935. 4104 935.4712 -0.0609 0 (31) 0.55 1 U K. VADEI SFR. L
M 264 468.7136 935. 4126 935.4712 -0.0587 0 (31) 0.49 1 U K. VADEI SFR. L
M 265 468.7168 935. 4190 935.4712 -0.0522 0 52 0. 0036 1 U K. VADEI SFR. L
266 468.7171 935. 4196 935.4712 -0.0516 0 (11) 50 1 U K. VADEI SFR. L
M 267 468.7238 935. 4331 935.4712 -0.0382 0 (23) 2.9 1 U K. VADEI SFR. L
M 268 468.7303 935. 4460 935.4712 -0.0253 0 (20) 6.7 1 U K. VADEI SFR. L
M 269 468.7304  935.4463 935.4712 -0.0250 O (19) 8.4 1 u K. VADEI SFR. L
M 341 579.8120 1157.6094 1157.6808 -0.0715 0 77 1.6e-05 1 U R TPGGVFLNLLK. N
343 585.2586 1168.5026 1168.5764 -0.0739 0 36 0.18 1 U K. DI FYI ENXK. E

373 623.2650 1244.5154 1244.6248 -0.1094 0 (1) 5.5e+02 6 U K. NTPSI SEEQ K. D
v} 374 623.2676 1244.5206 1244.6248 -0.1042 0 38 0.12 1 U K. NTPSI SEEQ K. D
375 623.2742 1244.5339 1244.6248 -0.0909 0 (30) 0.71 1 U K. NTPSI SEEQ K. D
M 419 656.7584 1311.5022 1311.5830 -0.0808 0 44 0.018 1 U R. YEI TAEDSQEK. V
M 424 665.2975 1328.5804 1328.6612 -0.0808 O 54 0.0025 1 u R QSETYNYLLAK. K
449 713.7594 1425.5042 1425.6008 -0.0966 0 63 0.00014 1 U K. SLNFQEDDDTSR. E
M 462 509.2150 1524.6232 1524.7056 -0.0824 1 28 0.99 1 U K. GRYEl TAEDSCEK. V
M 486 555.8904 1664.6495 1664.7352 -0.0857 1 35 0.13 1 U K. DLDKELDEYMHGGK. K + Oxi dation (M
M 501 598.5956 1792.7651 1792.8315 -0.0664 0 33 0.24 1 U R AFQNTATACAPVSHYR. A + Car bani donet hyl (C)

Proteins matching the sane set of peptides:
NP_115553. 2 Mass: 44375 Score: 229 Mat ches: 18(5) Sequences: 10(5)
phosphoryl at ed adapter RNA export protein [Honp sapiens]

2. NP_004631. 1 Mass: 48960 Score: 218 Mat ches: 22(8) Sequences: 14(7) enPAl: 0.79
spliceosone RNA helicase DDX39B [ Honp sapi ens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
249 453.7154 905. 4162 905. 4607 -0.0445 0 33 0. 36 2 R DVQEI FR M
M 262 468.2757 934. 5368 934.5124 0. 0245 0 16 21 1 R ELAFQ SK. E
M 285 486.7459 971.4773  971.5036 -0.0263 O 46 0.019 1 K. | LNDVQDR. F
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302 518.2139 1034.4132 1034.4889 -0.0757 O 47 0.014 1 K. MLEQLDMR R
M 319 526.2008 1050.3871 1050.4838 -0.0967 0 (38) 0.12 1 K. MLEQLDMR R + xi dation (M
320 526.2169 1050.4192 1050.4838 -0.0646 0 (7) 1.8e+02 2 K. MLEQLDMR. R + Oxi dation (M
M 323 534.2281 1066.4416 1066.4787 -0.0371 0 (35) 0.32 1 K/ MLEQLDVR R + 2 xidation (M
332 552.2359 1102.4573 1102.6499 -0.1926 0 (5) 3.3e+02 2 R I LVATNLFGR G
M 333 552.2887 1102.5628 1102.6499 -0.0870 0 (18) 15 1 R I LVATNLFGR G
M 334 552.2981 1102.5816 1102.6499 -0.0683 0 (18) 16 1 R | LVATNLFGR G
336 552.3108 1102.6070 1102.6499 -0.0429 0 73 4.4e-05 1 R I LVATNLFGR. G
v} 340 569.3175 1136.6205 1136.6594 -0.0389 0 43 0. 04 1 U K. VAVFFGGELSI K. K
M 371 622.3576 1242.7006 1242.7336 -0.0329 O 24 2.4 1 R DFLLKPELLR A
M 379 629.7877 1257.5608 1257.6097 -0.0489 0 60 0.00065 1 U K. QUMVFSATLSK. E + Oxi dation (M
M 392 637.7819 1273.5492 1273.6046 -0.0554 0  (46) 0.017 1 U K. QUMWFSATLSK. E + 2 Oxi dation (M
411 432.8691 1295.5856 1295.6259 -0.0403 0 29 0.78 1 U K. GSYVSI HSSGFR. D
M 417 436.2066 1305.5979 1305.6612 -0.0633 0 9 77 1 U K. NCPHI WGTPGR. |+ Car bani donmet hyl (C)
M 455 488.2490 1461.7251 1461.7980 -0.0729 O 42 0.036 1 K. LTLHGLQQYYWK. L
M 457 740.3255 1478.6364 1478.7253 -0.0889 0 62 0.00032 1 K. GLAI TFVSDENDAK. |
M 458 740.3494 1478.6842 1478.7253 -0.0411 O (8) 84 1 K. GLAI TFVSDENDAK. |
511 626.2311 1875.6715 1875.7907 -0.1191 O 18 2.2 1 U K. FMQDPMEI FVDDETK. L + 2 Oxidation (M
M 528 668.9311 2003.7715 2003.8856 -0.1141 1 28 0.35 1 U R KFMQDPMEI FVDDETK. L + 2 Oxidation (M
Proteins matching the sane set of peptides:
BAF31287. 1 Mass: 50647 Score: 218 Mat ches: 22(8) Sequences: 14(7)
BAT1 protein [Honp sapi ens]
BAD96632. 1 Mass: 48988 Score: 218 Mat ches: 22(8) Sequences: 14(7)
HLA-B associated transcript 1 variant, partial [Hono sapiens]
3. AAHO00151. 1 Mass: 55209 Score: 164 Mat ches: 8(4) Sequences: 8(4) enPAI: 0.29

Chronosone 22 open reading frame 28 [Hono sapi ens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide

M 288 488.2516  974.4887 974.5219 -0.0332 O 20 8.1 1 U K. LADMA AIR V + Oxidation (M
M 338 553.7566 1105.4987 1105.5590 -0.0603 0 33 0.33 1 U R GGGVGGFLPAMK. Q + Oxi dation (M
M 350 603.7683 1205.5220 1205.5928 -0.0709 O 53 0.0031 1 u R NLDFQDVLDK. L
M 354 610.7890 1219.5635 1219.6084 -0.0449 0 66 0.00019 1 u R. | ASPEGQDYLK. G
437 672.7971 1343.5796 1343.6569 -0.0772 0 55 0. 0017 1 U R TNLDESDVQPVK. E
M 441 693.2823 1384.5501 1384.6510 -0.1009 O 53 0.0028 1 u R. SYNDELQFLEK. |
M 452 482.2528 1443.7366 1443.8310 -0.0944 0 28 0.92 1 U K. Q G\VAALPG VHR. S
M 493 577.2702 1728.7887 1728.8101 -0.0214 O 38 0.089 1 u K. NVTDWNTCHDAG SK. K + Car bani donet hyl (C)
Proteins matching the sane set of peptides:
CAG33456. 1 Mass: 55228 Score: 164 Mat ches: 8(4) Sequences: 8(4)
HSPC117 [ Honp sapi ens]
NP_055121. 1 Mass: 55175 Score: 164 Mat ches: 8(4) Sequences: 8(4)
t RNA-splicing |igase RicB honol og [ Hono sapi ens]
4. BAB15509. 1 Mass: 52980 Score: 163 Mat ches: 16(5) Sequences: 9(5) enPAl: 0.40

unnamed protein product [Honp sapiens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide
249 453.7154 905. 4162 905. 4607 -0.0445 0 33 0. 36 2 R DVQEI FR L

262 468. 2757 934. 5368 934.5124 0. 0245 0 16 21 1 R ELAFQ SK. E
285 486.7459  971.4773  971.5036 -0.0263 0 46 0.019 1 K. | LNDVQDR. F
302 518.2139 1034.4132 1034.4889 -0.0757 0 47 0.014 1 K. MLEQLDMR. R
319 526.2008 1050.3871 1050.4838 -0.0967 0 (38) 0.12 1 K.MLEQLDMR. R + Oxi dation (M
320 526.2169 1050.4192 1050.4838 -0.0646 0 (7) 1.8e+02 2 K.MLEQLDMR R + xi dation (M
323 534.2281 1066.4416 1066.4787 -0.0371 0 (35) 0.32 1 K. MLEQLDMR R + 2 Oxidation (M
332 552.2359 1102.4573 1102.6499 -0.1926 0 (5) 3.3e+02 2 R I LVATNLF&R G
333 552.2887 1102.5628 1102.6499 -0.0870 0 (18) 15 1 R | LVATNLFGR G
334 552.2981 1102.5816 1102.6499 -0.0683 0 (18) 16 1 R | LVATNLFGR. G
336 552.3108 1102.6070 1102.6499 -0.0429 O 73 4.4e-05 1 R | LVATNLFGR G
371 622.3576 1242.7006 1242.7336 -0.0329 0 24 2.4 1 R DFLLKPELLR A
390 424.2794 1269.8165 1269.6214 0.1951 O 4 1.7e+02 3 U K. GSHVSI HSSGFR. D
455 488.2490 1461.7251 1461.7980 -0.0729 0 42 0. 036 1 K. LTLHGLQQYYVK. L
457 740.3255 1478.6364 1478.7253 -0.0889 O 62 0.00032 1 K. GLAI TFVSDENDAK. |
458 740.3494 1478.6842 1478.7253 -0.0411 0 (8) 84 1 K. GLAl TFVSDENDAK. |
5. BAH14636. 1 Mass: 46537 Score: 73 Mat ches: 6(1) Sequences: 6(1) enPAl: 0.08

unnamed protein product [Honp sapiens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide

342 580.2948 1158.5750 1158.6219 -0.0469 0 28 1.1 1 U K. LAUINWPFPR. L + Oxidation (M

M 373 623.2650 1244.5154 1244.5860 -0.0706 0 34 0.29 U R | SEQFTAMFR R + Oxi dation (M

413 651.3254 1300.6362 1300.6299 0. 0063 0 38 0.098 1 u R | SVYYNEATGXK. Y

433 668.3216 1334.6286 1334.6904 -0.0618 0 45 0.018 1 U R I MNTFSWPSPK. V + Oxi dation (M

M 454 731.8068 1461.5990 1461.6769 -0.0779 0 22 2.9 1 u K. EVDEQVLNVONK. N + Oxi dation (M
479 816.3902 1630.7659 1630.8236 -0.0578 0 10 59 1 U R AILVDLEPGTMDSVR. S + Oxi dation (M

Proteins matching the same set of peptides:
AAH20946. 1 Mass: 49640 Score: 73 Mat ches: 6(1) Sequences: 6(1)
Tubul in, beta [Honp sapi ens]
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NP_035785. 1 Mass: 49639 Score: 73 Mat ches: 6(1) Sequences: 6(1)
tubulin beta-5 chain [Mis nuscul us]

pir||!38369 Mass: 48848 Score: 73 Mat ches: 6(1) Sequences: 6(1)
beta-tubulin - human (fragnent)

AAB59507. 1 Mass: 49727 Score: 73 Mat ches: 6(1) Sequences: 6(1)
beta-tubulin [Honp sapi ens]

BAG63652. 1 Mass: 52015 Score: 73 Mat ches: 6(1) Sequences: 6(1)
unnamed protein product [Honp sapi ens]

NP_001280141. 1 Mass: 51985 Score: 73 Mat ches: 6(1) Sequences: 6(1)

tubulin beta chain isoforma [Honp sapi ens]

6. NP_000414. 2 Mass: 65393 Score: 70 Matches: 1(1) Sequences: 1(1) enPAl: 0.06
keratin, type Il cytoskeletal 2 epidernal [Honmp sapiens]
[ Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide
456 738.3405 1474.6664 1474.7780 -0.1116 0 70 5.9e-05 1 R FLEQONQVLQTK. W

Proteins matching the same set of peptides:

AAC83410. 1 Mass: 65825 Score: 70 Mat ches: 1(1) Sequences: 1(1)
epi dermal cytokeratin 2 [Honp sapi ens]
XP_011536591. 1 Mass: 34525 Score: 70 Mat ches: 1(1) Sequences: 1(1)
keratin, type Il cytoskeletal 1b isoform X2 [Hono sapiens]
AAl 22559. 1 Mass: 61764 Score: 70 Matches: 1(1) Sequences: 1(1)
Keratin 77 [Hono sapi ens]
CAD91892. 1 Mass: 61763 Score: 70 Mat ches: 1(1) Sequences: 1(1)
keratin 1b [ Hono sapi ens]
EAWD6643. 1 Mass: 61840 Score: 70 Mat ches: 1(1) Sequences: 1(1)
keratin 1B [ Hormo sapi ens]
NP_778253. 2 Mass: 61864 Score: 70 Matches: 1(1) Sequences: 1(1)
keratin, type Il cytoskeletal 1b [Honp sapiens]

7. NP_006112. 3 Mass: 65999 Score: 65 Mat ches: 3(1) Sequences: 3(1) enPAl: 0.06
keratin, type Il cytoskeletal 1 [Honp sapiens]

[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Uni que Peptide

386 633.3139 1264.6133 1264.6299 -0.0166 0 24 2.5 1 U R. TNAENEFVTI K. K
M 440 692.3119 1382.6093 1382.6830 -0.0737 0 23 2.8 1 U K. SLNNQFASFI DK. V
456 738.3405 1474.6664 1474.7780 -0.1116 0 70 5.9e-05 1 R FLEQONQVLQTK. W

Proteins matching the same set of peptides:

BAG36698. 1 Mass: 65980 Score: 65 Mat ches: 3(1) Sequences: 3(1)
unnanmed protein product [Honp sapiens]

AAGA1947. 1 Mass: 66027 Score: 65 Mat ches: 3(1) Sequences: 3(1)
keratin 1 [Hono sapi ens]

AFA52002. 1 Mass: 66013 Score: 65 Matches: 3(1) Sequences: 3(1)
keratin 1 [Honmo sapi ens]

AFA52003. 1 Mass: 66029 Score: 65 Mat ches: 3(1) Sequences: 3(1)
keratin 1 [Hono sapi ens]

AFA52004. 1 Mass: 65930 Score: 65 Mat ches: 3(1) Sequences: 3(1)
keratin 1 [Hono sapi ens]

AFA52005. 1 Mass: 66086 Score: 65 Mat ches: 3(1) Sequences: 3(1)
keratin 1 [Hono sapi ens]

AFA52006. 1 Mass: 66026 Score: 65 Matches: 3(1) Sequences: 3(1)
keratin 1 [Honmo sapi ens]

AFA52007. 1 Mass: 66071 Score: 65 Mat ches: 3(1) Sequences: 3(1)
keratin 1 [Hono sapi ens]

AAF60327. 1 Mass: 65978 Score: 65 Mat ches: 3(1) Sequences: 3(1)

keratin 1 [Hono sapi ens]

8. NP_000412. 3 Mass: 58766 Score: 65 Mat ches: 2(2) Sequences: 2(2) enPAl: 0.13
keratin, type | cytoskeletal 10 [Honp sapi ens]
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta M ss Score Expect Rank Uni que Peptide
330 545.7244 1089.4343 1089.5237 -0.0893 0 41 0.051 1 U K. VTMONLNDR. L
M 439 691.2924 1380.5703 1380.6408 -0.0705 O 52 0.0039 1 U R ALEESNYELEGK. |

Proteins matching the same set of peptides:

P13645. 6 Mass: 58792 Score: 65 Mat ches: 2(2) Sequences: 2(2)

RecNane: Full=Keratin, type | cytoskeletal 10; AltNane: Full=Cytokeratin-10; Short=CK-10; Al tName: Full=Keratin-10; Short=K10
CAA32649. 1 Mass: 59492 Score: 65 Mat ches: 2(2) Sequences: 2(2)

unnanmed protein product [Honp sapiens]

AAH34697. 1 Mass: 58792 Score: 65 Mat ches: 2(2) Sequences: 2(2)

Keratin 10 [Hono sapi ens]

AAAG60544. 1 Mass: 57213 Score: 65 Mat ches: 2(2) Sequences: 2(2)

keratin 10 [ Hono sapi ens]

EAW60681. 1 Mass: 63308 Score: 65 Mat ches: 2(2) Sequences: 2(2)

keratin 10 (epidernolytic hyperkeratosis; keratosis palmaris et plantaris), isoform CRA b [Honp sapiens]
XP_005257400. 1 Mass: 63308 Score: 65 Mat ches: 2(2) Sequences: 2(2)

keratin, type | cytoskeletal 10 isoform X1 [Hono sapiens]

9. QBPEY2. 2 Mass: 49827 Score: 29 Mat ches: 1(0) Sequences: 1(0)
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RecNane: Ful | =Tubul i n al pha-3E chain; AltNane: Full=Al pha-tubulin 3E Contains: RecName: Full=Detyrosinated tubulin al pha-3E cha
[] Check to include this hit in error tolerant search

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide
M 299 508.2534 1014.4922 1014.5709 -0.0787 0 29 0.96 1 U K. DVNAAI ATI K. T

Proteins matching the same set of peptides:

AAH11721. 1 Mass: 46083 Score: 29 Mat ches: 1(0) Sequences: 1(0)
Tubulin, al pha 3c [Hono sapi ens]

AAH21564. 1 Mass: 37194 Score: 29 Mat ches: 1(0) Sequences: 1(0)
TUBALB protein [Honp sapi ens]

CAA25855. 1 Mass: 50126 Score: 29 Mat ches: 1(0) Sequences: 1(0)
al pha-tubulin [Homo sapi ens]

AAH33064. 1 Mass: 36625 Score: 29 Mat ches: 1(0) Sequences: 1(0)
TUBALC protein [Honp sapi ens]

NP_033472. 1 Mass: 49928 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-3 chain [ Mus nuscul us]

AAD33872. 1 Mass: 36411 Score: 29 Mat ches: 1(0) Sequences: 1(0)
al pha-tubulin, partial [Honp sapiens]

NP_035783. 1 Mass: 50104 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1A chain [ Mus nuscul us]

NP_035784. 1 Mass: 50120 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1B chain [ Mus nuscul us]

AAC39578. 1 Mass: 49797 Score: 29 Mat ches: 1(0) Sequences: 1(0)
al pha tubulin, partial [Honmo sapiens]

BAG51785. 1 Mass: 46212 Score: 29 Mat ches: 1(0) Sequences: 1(0)
unnamed protein product [Honp sapiens]

BAG52918. 1 Mass: 46312 Score: 29 Mat ches: 1(0) Sequences: 1(0)
unnared protein product [Honp sapiens]

EAWE5606. 1 Mass: 49868 Score: 29 Mat ches: 1(0) Sequences: 1(0)
hCG1992406, isoform CRA a [Honp sapi ens]

EAW5607. 1 Mass: 42187 Score: 29 Mat ches: 1(0) Sequences: 1(0)
hCG1992406, isof orm CRA b [Honp sapi ens]

BAGE6853. 1 Mass: 33399 Score: 29 Mat ches: 1(0) Sequences: 1(0)
unnamed protein product [Honp sapi ens]

AAH57810. 1 Mass: 49988 Score: 29 Mat ches: 1(0) Sequences: 1(0)
Tubulin, alpha 3d [Hono sapi ens]

BAG50966. 1 Mass: 42702 Score: 29 Mat ches: 1(0) Sequences: 1(0)
unnanmed protein product [Honp sapiens]

BAF82043. 1 Mass: 50104 Score: 29 Mat ches: 1(0) Sequences: 1(0)
unnamed protein product [Honp sapi ens]

AAA91575. 1 Mass: 38102 Score: 29 Mat ches: 1(0) Sequences: 1(0)
al pha-tubulin, partial [Honmo sapiens]

AAA91576. 1 Mass: 50120 Score: 29 Mat ches: 1(0) Sequences: 1(0)
al pha-tubulin [Hono sapi ens]

BAD96744. 1 Mass: 49791 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin alpha 6 variant, partial [Honp sapiens]

NP_116093. 1 Mass: 49863 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1C chain isoformc [Honp sapi ens]

NP_997195. 1 Mass: 49885 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-3E chain [Hono sapi ens]

NP_001257329. 1 Mass: 46268 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1A chain isoform2 [Honp sapi ens]

NP_001290043. 1 Mass: 57693 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1C chain isoforma [Honp sapi ens]

NP_001290045. 1 Mass: 46028 Score: 29 Mat ches: 1(0) Sequences: 1(0)
tubulin al pha-1C chain isoformb [Honp sapi ens]

XP_004616769. 1 Mass: 46284 Score: 29 Mat ches: 1(0) Sequences: 1(0)
PREDI CTED: tubulin al pha-1B chain isoform X3 [ Sorex araneus]

XP_012363749. 1 Mass: 47819 Score: 29 Mat ches: 1(0) Sequences: 1(0)

PREDI CTED: tubulin al pha-1A chain isoform X12 [ Nomascus | eucogenys]

Peptide matches not assigned to protein hits: (no details neans no natch)

Query Observed M (expt) M (cal c) Delta Mss Score Expect Rank Unique Peptide
M 164 421.7545 841. 4945 841.5022 -0.0077 0 36 0.13 1 G TLSVRP
249 453.7154 905. 4162 905. 4607 -0.0445 0 34 0. 27 1 DVEQ FR
M 186 428.7487 855. 4828 855.5178 -0.0350 0 29 0.71 1 LASI VTPR
M 162 421.7392 841.4639 841.5022 -0.0383 0 24 1.9 1 G TLSVRP
156 421.7338 841. 4531 841.5022 -0.0491 0 24 1.9 1 G TLSVRP
M 160 421.7378 841. 4611 841.5022 -0.0411 0 24 2.2 1 G TLSVRP
M 182 428.7422 855. 4699 855.5178 -0.0479 0 24 2.3 1 LASI VTPR
M 185 428.7474 855. 4802 855.5178 -0.0376 0 24 2.4 1 LASI VTPR
M 157 421.7367 841.4588 841.5022 -0.0433 0 23 2.3 1 G TLSVRP
159 421.7376 841. 4607 841.5022 -0.0414 0 23 2.4 1 G TLSVRP
M 187 428.7513 855. 4881 855.5178 -0.0296 0 19 6.8 1 LSl | PASR
M 380 420.2127 1257.6163 1257.6201 -0.0037 0 19 9.4 1 AEAGLETESPVR
M 312 523.2616 1044.5087 1044.5564 -0.0477 0 19 9.3 1 LSSDGLQVAR
M 161 421.7384 841.4623 841.5022 -0.0399 O 18 7.6 1 G TLSVRP
183 428. 7440 855. 4735 855.5429 -0.0694 0 18 8.1 1 LVLSSLPK
v} 306 523.2526 1044.4907 1044.5564 -0.0656 0 18 11 1 LSSDGLQVAR
132 414.1703 826. 3261 826.4409 -0.1149 1 18 6.7 1 VRRPGEGG
M 114 409.2251 816. 4357 816. 4593 -0.0236 0 17 12 1 DLESI | K
M 163 421.7402 841. 4658 841.5022 -0.0363 0 17 11 1 G TLSVRP
315 523.2650 1044.5155 1044.5716 -0.0561 0 17 14 1 LSSAHVYLR
v} 201 435.7468 869. 4790 869.4971 -0.0181 0 17 11 1 VVDVSVPR
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LLTTFLPI K
FAALLFDVDGTVVNSI AAAER
I GALVI TNGDHK
VVDVSVPR
VAAEPLSR
QSHTVIDG
M_FEGKEFLAK
SLALRSELLVDK
LSSDGLQVAR
AAKWI LK

I LA NSSSLK
LSEDI DLLK

I LAl NSSSLK

I LAl NSSSLK
LGGBGETWERSK
AVALNTDFS
RGALLGGR

MAVFWLLALVA + Oxidation (M

LASI VTPR

DMLMGVR + Oxi dation (M

I LAI NSSSLK
LLTTFLPI K
LARFVAEGGPELEK
TCSSRSTAS
TPCPSLPR
LTPTHGEMRK
WWPESLVK

DMLMGVR + Oxi dation (M

LS I PASR
VAEGQELK
EMAKASAPQL
GTLVTWYS
EPTPTTPK

MW SSK + Oxi dation (M

VWDVSVPR

AAKWI LK

LNPKTI NPGLR
VAPPERR

SVCPVDLPR

QKMEXK + Oxi dation
KLGCLLAR

LI LEYVK

MXM.SK + Oxi dation (M

DEEI ENFR
LGQSG EDFKK
TQAGTYI K
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EPAGHSQKK
KQRDVK
GSGTTRPK
MLVSI QAR
| KSSI R
LQGKVPMHK
VQLTSPSR
KQM/DQSAK
GDSGQPSNK
KPVKAFK
FNHTAI SK
GDSGQPSNK
CEPETLR
KTGNQEK

I HSLPPEGK
ATVTKAPK
ATVTKAPK

LAl MWK + Oxidation (M

ALVETVTAPGFHHPI FAAR

LMIGAGNI LK + Oxi dation (M

VHLSSEAK
RNGVSW/R
LVRLNVR

MPHSHCSLAKR + Car bami donet hyl
DMLMGVR + Oxidation (M
QLDKMVLEDNCSLTK + Car bam doret hy

FWDI K&K

MATAAKEK + Oxi dation (M
GVBCCDGR + Car bami donet hyl

NETNHSR

MDSMGSR + Oxi dation (M

GSKEGLHR
EAEDVER

VATAQVAR
VEI ERTVAAPSV

NFASCMGDSR + Oxi dation (M
Al MAVQR + Oxi dation (M

WDVSVPR
GSQFGQSCCLR

M
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(O); Oxidation (M
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MJGTLGASQGGLSYPRR + Oxi dation (M
GDDSNGYGDI WEQGTR

MGRSSQR + Oxi dation (M

NI PKLTK

VFEGDFR

WLPQLR

VTAVDG SLDI R

AAEGESRQK

FTPTPATI KK

SYTLNGTKTW TNSLAYGR

FI ANSQEPEI RLTSSLPR

VEGKTNAF

RVLSSGK

LDALEHR

AVAELSNR

| LNLEI ADRTPQELLQK

LI ATGRTNK

GATPGTK

VTSLLGAGR

H CGRLFGEK + Car bani donet hyl (C)
YQACRFGQVPDQPAGLR

ARl EDVPPPTK

MM LIR + Oxidation (M

TI MEHVR + Oxi dation (M

EYEI DGR

MXEVPNR + Oxidation (M

SGEVLNAK

APQPWAR

FGGTSVADI AR

CQLQKATR + Car bani donet hyl ( Q)
EAATKSSR

APQPWAR

SQPQGCLK

FAELLDRLVLTPSR

APQPWAR

NGSLSMGR

MGERSSQR + Oxidation (M

MGERSSQR + Oxidation (M
APQPWAR

GDQEEPSK

GARQDMWK + Oxi dation (M
EDLVSPPGK

APRVGSPR

LI TVTAMVEK

| PGTAPLR

LLNKMCK + Oxi dation (M
GDSGQPSNK

LLGCGRALGAPGR + Car bami donet hyl (C)
SAPGSTPVR

PARTAPAR

RTTSTCGFFWK

LAFLYTYSK

MGRSSQR + Oxidation (M
LGALGLAPKK

MNARTYMDVMR + Oxi dation (M
CCPYGYPK + Car bani donet hyl (C)
GAQTAAATAPRI K

KEMSSI | SLNK + Oxi dation (M
RVMDGSVDFYR + Oxi dation (M
QCPPMKK + Oxi dation (M
YAMIMWCQAPGK + Car bani donet hyl  (C)
GGNYGAR

EKPMALHKGWQPCMYI SFLDMALFNR + Oxi dation (M
DLLSCSM + Car bani donet hyl ( Q)

I MKNCGK + Oxidation (M
M_.GSAFPETVNNLLK

MPKVQYK + Oxidation (M

DPRGFAVK

ALGAQKEAI SPPDAASAAPLR

GSQCQEDRI PQ LNVASELEFNLETMPR + Oxi dation (M
ARl EDVPPPTK

EVLAAYR

MIHFVPPPK + Oxi dation (M
EDMLELK + Oxidation (M
DELCYRDGEEYEVK + Car bani domet hyl (C)
CPPNASGSASRR + Car bani donet hyl (C)
DMLMGVR + Oxi dation (M

ARPVRSK

DGAPGAMDR

LSSDDTAVYYCAAWR + Car bani donet hyl (C)
PARTAPAR

EVLHCSW

ACDTGLNK

MNSLGTEDTAVFYCAR + Oxi dation (M
| AKVPI TR
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406.
407.
. 2157
409.
409.
410.
410.
410.
411.
411.
412.
412.
413.
413.
415.
415.
416.
416.
416.
417.
419.
419.
419.
420.
420.
421.
422.
423.
423.
426.
426.
427.
429.
429.
430.
430.
431.
432.
432.
433.
. 2186
436.
437.
445,
445,
449.
449.

426

2559
3000
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3000
4000
1314
2889
2624
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2309
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9957
2396
2718
1864
3000
3000
3000
3000

1810
2073
2075
2077
2107
2088
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1000
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2227
2293
1735
3000
2044
3000
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4000
2013
3000
2019
2026
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3000
2000
2291
4000
4000
4000
4000
2250
1000
1000
1000
2113
2120
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4000
2153
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2000
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1312.
942.
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850.
850.
1644.
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810.
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814.
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432.
432.
435.
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5244
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5216
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8449
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8246
4473
3676
9535
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5372
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2927
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2927
0927
1738
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2002
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2035
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1972
2084
0927
2079
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2220
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2927
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2927
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3927
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1953
2011
1973
2861
2882
2896
2815
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1927
2218
3927
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3927
2178
0927
0927
0927
2040
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2051
3927
2080
2113
1942
3927
0927
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1193
1927
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1998.
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1312.
942.
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850.
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1644.
1776.
810.
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932.
814.
1494.
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820.
1221.
846.
807.
1320.
904.
798.
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1060.
846.
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4487
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DMGRGGHESGSHPAGCPHR + Car bami donet hyl (C); Oxidati

QLPSAEPKK

NEPALVPPI LPPVTTERR

ALAPRLMR + Oxidation (M
LKPLKSCLNI K + Car bami dorret hyl (C)
CTYd KCR

YSQKSQGR

LLSMIDR + Oxi dation (M

GFl QACR + Car bami dorret hyl  (C)
DNSONMLYLOMTR + 2 Oxi dation (M
VMPCLAPI AAKVGSVGHK

M3 VYGR + Oxidation (M
QAPVAGNR

AAPEDFAGR

DKEAPQK

HHI LNVKSG LHK

RKPFSI NR

MAANQDR + Oxi dation (M
LNPKTI NPGLR

Tl SQLASK

MOQPAFAK + Oxidation (M
LLPWSSLPKLR

VAMKEALK + Oxi dation (M
RQAPTEQ

LGAEEAARAVDDGGCSR
MATAATSPALK

EDI PVFK

VSQWLI LTPFQGQGHGAQLLETVHR + Oxi dation (M
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482.
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585.
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437.
440.
. 2505
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445,
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477.
477.
479.
481.
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482.
484.
499.

441

2526
1043
2000
2000
2159
3757
4000
3000
4000
3889
5000
3000
3597
3000
4000
2974
3121
2000
5000
0000
2000
8127
5894
5917
5000
5826
3708
1904
3000
3000
1000
2118

2596
1503
8218
1000
3504
3631
1845
2073
3000
1932
4000
3000
3000
3740
4223
9000
3644
1845
4000
4000
1000
5973
4000
2174
3153
4000
4643

2959
3000
1693
2000
2822
1999
3646
2086
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3554
3650
2350
7773
7943
4302
8211
7938
8088
4079
2414
2492
4000
3495
2737
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481.
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527.
527.
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592.
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712.
775.
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810.
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864.
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916.
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917.
922.
945.
953.
953.
956.
960.
960.
962.
966.
996.

2454
0970
1927
1927
2087
3685
3927
2927
3927
3816
4927
2927
3524
2927
3927
2901
3049
1927
4927
9927
1927
8055
5821
5844
4927
5753
3635
1831
5854
5854
1854
4091
6926
5046
2860
6291
1854
6863
7117
3545
4001
5854
3719
7854
5854
5854
7334
8300
7854
7143
3544
7854
7854
1854
1801
7854
4202
6161
7854
9140
4865
5772
5854
3241
3854
5499
3852
7146
4026
4094
6962
7155
4555
5401
5740
8457
6277
5730
6030
8012
4683
4839
7854
6845
5328
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Peptide Summary Report (D:\JPROS\LO15\c(x10) 6micro.wiff (sample number 1))
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521.
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535.
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4420
1087
1203
4466
5000
4432
1427
4900
2031
4000
1584
3000
3000
3000
3000
1000
1356

3784
3000
3000
3554
4000
7372
0228
3000
3517
5000
0000
4000
4000
2984
4000
4107
9000
7579
7373
7383
7394
7433
7433
7445
7469
7481
7491
0728
0781
1000
1000
4000
3217
3283
7535
4000
5000
0986
0922
0997
1000
1484
1563
1091
0830
2000
1015
0569
7287
2000
3757
1301
1317
4000
0961
4000
1070
3000
0865
0926
0927
5000
3000
1312
1176
1199
1208

996.
1036.
1038.
1048.
1054.
1068.
1070.
1072.
1084.
1106.
1184.
1200.
1203.
1203.
1206.
1212.
1222.
1224.
1225.
1230.
1233.
1234.
1237.
1241.
1242,
1242.
1246.
1254.
1257.
1267.
1267.
1272.
1276.
1276.
1277.
1279.
1283.
1283.
1283.
1283.
1283.
1283.
1283.
1283.
1283.
1284.
1284.
1284.
1287.
1294.
1302.
1302.
1304.
1309.
1314.
1332.
1332.
1332.
1332.
1332.
1332.
1332.
1338.
1344.
1386.
1392.
1403.
1413.
1423.
1437.
1437.
1444,
1506.
1525.
1554.
1554,
1560.
1560.
1560.
1582.
1602.
1605.
1608.
1611.
1611.

8695
2029
2260
8787
9854
8718
2709
9655
3917
7854
3022
8782
8782
8782
8782
2782
2567
2782
1134
8782
8782
0445
1782
1898
0465
8782
0332
9854
9854
1782
1782
8734
7854
8069
7854
5012
1901
1932
1965
2079
2080
2116
2189
2226
2255
1966
2124
2782
2782
1782
9433
9630
2386
1782
9854
1825
2547
2772
2782
2823
2980
3053
2271
5782
2827
1488
1644
5782
1054
3686
3732
1782
2666
1782
2991
8782
2377
2560
2562
4782
8782
3717
3310
3378
3405
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Peptide Summary Report (D:\JPROS\LO15\c(x10) 6micro.wiff (sample number 1))
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475 538.1309 1611.3708
476 539.1159 1614.3259
477 405.3510 1617.3747
482 554.1362 1659. 3867
483 554.1404 1659. 3994
484 554.1416 1659.4029
485 554.4000 1660.1782
488 419.9988 1675.9661
490 429.0637 1712.2257
491 429.0649 1712.2304
492 429.0739 1712.2663
494 581.2826 1740.8260
495 445.0947 1776. 3496
496 445.0968 1776.3582
497 445.0993 1776. 3683
498 593.2000 1776.5782
500 447.0860 1784.3148
505 611.1311 1830.3713
506 612.1298 1833.3674
507 463.1069 1848.3984
508 463.1070 1848.3989
509 463.1112 1848.4158
510 466.1468 1860.5579
512 628.1452 1881.4137
513 628.5000 1882.4782
514 630.0000 1886.9782
515 630.2000 1887.5782
519 479.2084 1912. 8046
520 480.1295 1916. 4887
521 481.2523 1920. 9800
522 482.1240 1924.4669
523 487.2007 1944.7738
524 658.5000 1972.4782
526 499.2466 1992.9573
533 519.1108 2072.4143
534 519.1123 2072. 4202
535 521.1240 2080. 4668
536 537.1344 2144.5085
538 549.2725 2193.0607
540 554.1522 2212.5797
541 561.2451 2240.9512
542 577.2751 2305.0713
543 581.2973 2321.1603
544 583.2820 2329.0990
545 585.2989 2337.1664
546 615.3141 2457.2275
547 617.3389 2465. 3264
548 640.4358 2557.7140
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Search Parameters

Type of search

Enzyme

Variabl e nodifications :
Mass val ues :
Protein Mass :
Peptide Mass Tol erance :
Fragment Mass Tol erance:
Max M ssed O eavages
Instrunment type

Nunber of queries

MS/ M5 | on Search

Trypsin

Car bami donet hyl (C), Oidation (M
Monoi sot opi ¢

Unrestricted

+ 0.2 Da

+ 0.2 Da

1

Def aul t

551

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




