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BLAST Align Retrieve/ID mapping Peptide search

From June 20. 2018 all traffic will be automatically redirected to HT'

UniProtkKB - P10809 (CH60_HUMAN)

Dlsplay " BLAST ZEAlign S)Format W Add to basket @ History
Protein | 60 kDa heat shock protein, mitochondrial
Publications

Gene HSPD1

Feature viewer

Organian | Homo sapiens (Human)

Feature table "
Status I ?I Reviewed - Annotation score: ®®®®® - Experimental evidence



Length: 573
Mass (Da): 61,055
Last modified: August 1, 1990

Isoform 1 (identifier: py6800-1) [Uniparc) & FASTA & Add to basket

This isoform has been chosen as the 'canonical’ sequence. All positional
information in this entry refers to it. This is also the sequence that appears in

the downloadable versions of the entry. N2 s
BT Checksum:
ES51E1BAD9615899C
|BLAST v| co
10 20 30 40 50
MLELPTVFRQ MEPVSRVLAP HLTRAYAKDY KFGADARALM LQGYDLLADA
60 TO 80 90 100
VAVIMGPEGR TVIIEQSWGS PEVTEDGVTY AKSIDLEDEY ENIGAKLVQD
110 120 130 140 150
VANNTNEEAG DGTTTATVLA RSIAKEGFEK ISEGANPVEI RRGVMLAVDA
160 170 180 180 200
VIAELEKQSK PVTTPEEIAQ VATISANGDE EIGNIISDAM EEVGREGVIT
210 220 230 240 250
VEDGKTLNDE LEIIEGMEFD RGYISPYFIN TSEGQECEFQ DAYVLLSEEK
260 270 280 280 300
ISSIQSIVPA LETANAHREP LVIIAEDVDG EALSTLVLNR LEVGLQWVAV
310 320 330 340 350
KAPGFGDNRE NQLEDMATAT GGAVFGEEGL TLNLEDVQFPH DLGEVGEVIV
360 370 380 390 400
TEDDAMLLEG KGDEAQIEER IQEIIEQLDY TTSEYEKEEL NERLAKLSDG
410 420 430 440 450
VAVLEVGGTS DVEVNEEEDR VIDALNATRA AVEEGIVLGG GCALLRCIPA
460 470 480 450 500
LDSLTPANED QKIGIEIIER TLEIPANMTIA ENAGVEGSLI VEKIMQSSSE
510 520 530 540 550
VGYDAMAGDF VNMVEKGIID PTEVVRTALL DAAGVASLLT TAEVVVTEIP
560 570
KEEEDPGHNGL MGGMGGGHNGG GNF

*F Description:
i, %t P10809 & 4w 5 11 Description 1R :

60 kDa heat shock protein, mitochondrial O0S=Homo sapiens GN=HSPD1
PE=1 SV=2

60 kDa heat shock protein, mitochondrial : EHZR
0S=Homo sapiens: WL T LA FR
GN: 7~ gene name, 3= [K 1144 FK

PE: ProteinExistence, BIZEHMITFEM, 405 NER, FiE/ MR T EME
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Peptide/Sequence: JIKEXF%1;
Modifications: &1z,
# Protein Groups: HKEXJAJ&M protein group %{;

Master Protein Accessions: iZMKEXVTJE ) FEHE H 4 FR;
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# Proteins: 1% protein group P4 FH4L;

~101gP: ZMRBON R P % e R AE E,  (E ORI VL AC 45 AL Bk hT
Mass: Ik B[R AL 5 &

Length: SEARBUEFERRHEH ;

Ppm: UK BUR & 5 H IR E R 22

m/z: ZARBUR T EE s

RT: TREGHTIES, LA min 84

Area Sample 1: JkBTESZEG 45 S b T 1 U6 10 Vég T AR I AT
#Spec/# PSMs: KB UL HC I 4

PTM: JRBAB A

Percolator gq-Value Sequest HT: ZfKEX q 1H, H/INELT
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PSMs R X RLA X

Annotated Sequence: —Z%ité & ULHE S H KB 41

Modifications: 1&1fiZi%Y,



# Protein Groups: JHJ&M protein group #;

# Proteins: 1% protein group P& H%L;

Master Protein Accessions: ZJKEVAJE M FZE H LMK,
Protein Accessions: ZKBAJE FTA 8 H AR
Charge: KB 41 LG 4K

m/z [Dal: KB 54 LL

RT [min]: KBRS LR B I )

XCorr: PSM wJ{ZEEMIFT 70, XA D RMSEERRUE, 7 AN [F] AT 7520 i
ANE, AR E R BRI KB B S B

Pl AR T EE T ] PSM O MR BRSBTS A R AR A
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