MY MASCOT Search Results
Protein View: ADT2_HUMAN

ADP/ATP translocase 2 OS=Homo sapiens GN=SLC25A5 PE=1 SV=7

Database:
Score:

SwissProt
296

Monoisotopic mass (M¢): 33059

Calculated pI:
Taxonomy:

9.71

Homo sapiens

Sequence similarity is available as an NCBI BLAST search of ADT2 HUMAN against nr.

Search parameters

MS data file:
Enzyme:

Fixed modifications:

A2018042404.mgf
Trypsin: cuts C-term side of KR unless next residue is P.

Carbamidomethyl (C)

Variable modifications: Deamidated (NQ), Oxidation (M)

Protein sequence coverage: 29%

Matched peptides shown in bold red.

1 MTIDAAVSFAR
51 YRGIIDCVVR
101 GGVDERTQFW
151 EREFRGLGDC
201 MLPDPRNTHI
251 YTGTLDCWREK

DFLAGGVAARA
IPKEQGVLSF
LYFPAGNLASG
LVKIYKSDGI
VISWMIAQTV
IARDEGGERAF

ISKTAVAPIE
WRGNLANVIR
GAAGATSLCFE
EGLYQGFNVS
TAVAGLTSYP
FEGAWSNVLR

RVELLLQVQH
YFPTQALNTA
VYPLDFARTR
VQGIIIYRAA
FDTVRRRMMM
GMGGAFVLVL

ASKQITADEQ
FRDKYRQIFL
LAADVGKAGA
YFGIYDTARG
QSGRKGTDIM
YDEIRKYT

Unformatted sequence string: 298 residues (for pasting into other applications).

residue number
matched peptides only O predicted peptides also

O increasing mass

O decreasing mass

Query Start — End Observed Mr(expt) Mr(cale)
12204 11 - 23 610.3377 1218.6607 1218.6608
#9768 24 - 31 428.7494 855.4843 855.4814
#13621 61 - 72 487.2721 1458.7944 1458.7983
ﬁm 73 - 80 428.7534 855.4923 855.4926
Iﬁﬁ 141 - 147 673.3874 672.3801 672.3806
#8548 141 - 147 673.3879 672.3806 672.3806
11852 141 - 152 386.5461 1156.6164 1156.6200
#11853 141 - 152 579.3182 1156.6219 1156.6200
12622 153 - 163 431.8909 1292.6509 1292.6547
15634 245 - 259 606.2825 1815.8258 1815.8284
15161 246 — 259 852.8666 1703.7186 1703.7284
#9973 273 - 280 451.7442 901.4738 901.4770
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0.0019
0.0068

1.6e-005
0.0001
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0.00053
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aaaaaq
ARAREAPpPpIRAAR

Peptide

DFLAGGVAAATSK.T
TAVAPIER.V
IPKEQGVLSFWR.G
GNLANVIR.Y
LAADVGK.A
LAADVGK.A
LAADVGKAGAER.E
LAADVGKAGAER.E
EFRGLGDCLVK. I
KGTDIMYTGTLDCWR. K
GTDIH_Y'I'GTLDCI\'R.K + Oxidation (M)
GAWSNVLR.G



