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s2 Sp|P1496_GROEL1_biotinylated| GROEL1_biotinylated — protein_id: P1496_GROEL1_biotinylated

number of identifications
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GPGLNDI FEAQKI EMHEENL YFQGMSKL | EYDETARRAMEAGVDKLADTVRVTL GPRGRHVVLAKSFGGPTVTNDGVTVARDI DL EDPFENL GAQL VKSVATKTNDVAGDGT TTATVLAQALVKTGLRLVAAGI NPI ALGSGI GKAADAVSEAL LASATPVSGKDAI AQVATVSSRDQL | GDL VGEAMSKVGHDGVVSVEESSTL GTEL EFTEGVGFDKGYL SAYFVTDFDAQQAVLEDPLI LLHQDKI SSLPDLLPLLEKVAESGKPLM | AEDI EGEALATLVVNSI RKTLKAI AVKSPYFGDRRKAFL QDL AAVTGAEVVNPDAGL VL REVGL EVMGSARRVVVSKDDTI | VDGGGAPEAVEARVNL L RSEI DRSDSEVDREKL GERL AKLAGGVAVI KVGAATETEL KKRKESVEDAVAAAKAAVEEG! VAGGGSAL I QARNALKDLRASL SGDEAVGVDVESEALAAPLYW ATNAGL DGSVVVNKVSEL PAGHGLNAATLTYGDLAADG! VDPVKVTRSAVLNASSVARWLTTETAI VDKPAEPEDDGHGHHGHAH

band02
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GPGLNDI FEAQKI EWHEENL YFQGVSKLI EYDETARRAMEAGVDKLADTVRVTLGPRGRHVVLAKSFGGPTVTNDGVTVARDI DLEDPFENL GAQL VKSVATKTNDVAGDGT TTATVLAQALVKTGLRLVAAGI NPl ALGSGI GKAADAVSEAL LASATPVSGKDAI AQVATVSSRDQL | GDLVGEAMSKVGHDGVVSVEESSTL GTEL EFTEGVGFDKGYL SAYFVTDFDAQQAVLEDPLI LLHQDKI SSLPDLLPLLEKVAESGKPLM | AEDI EGEALATLVVNSI RKTLKAI AVKSPYFGDRRKAFL QDLAAVTGAEVVNPDAGL VL REVGL EVMGSARRVVVSKDDTI | VDGGGAPEAVEARVNL LRSEI DRSDSEWDREKL GERLAKLAGGVAVI KVGAAT ETELKKRKESVEDAVAAAKAAVEEGI VAGGGSAL|I QARNAL KDL RASL SGDEAVGVDVFSEALAAPLYW ATNAGL DGSVVVNKVSEL PAGHGL NAATLTYGDLAADGI VDPVKVTRSAVLNASSVARMVLTTETAI VDKPAEPEDDGHGHHGHAH
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S3 sp|P1722|MH_GroEL2 - protein_id: P1722

number of identifications
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GPGLNDI FEAQKI EMHEENL YFQGMAKTI AYDEEARRGL ERGL NALADAVKVTL GPKGRNVVL EKKWGAPTI TNDGVSI AKEI ELEDPYEKI GAEL VKEVAKKTDDVAGDGT TTATVLAQAL VKEGL RNVAAGANPL GLKRGI EKAVEKVTETLLKSAKEVETKEQI AATAAI SAGDQSI GDLI AEAMDKVGNEGVI TVEESNTFGLQLEL TEGVRFDKGY| SGYFVTDAERQEAVLEDPY!| LLVSSKVSTVKDLLPLLEKVI QGGKPLLI | AEDVEGEAL STLVVNKI RGTFKSVAVKAPGFGDRRKAML QDMAI LTGGQVI SEEVGLSLETADI SLLGKARKVVI TKDETTI VEGAGDSDAI AGRVAQI RAEI ENSDSDYDREKL QERLAKL AGGVAVI KAGAATEVEL KERKHRI EDAVRNAKAAVEEGI VAGGGVAL LHAVPSL DEL KL SGDEATGANI VRVAL EAPLKQI AFNGGL EPGVVAEKVRNSPAGT GLNAATGVYEDL L KAGVADPVKVTRSAL QNAASI AGLFLTTEAVVADKPEKAAAPAGDPTGGMGGVDF
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GPGLNDI FEAQKI EWHEENL YFQGMAKTI AYDEEARRGL ERGLNAL ADAVKVTL GPKGRNVVLEKKWGAPTI TNDGVSI AKEI ELEDPYEKI GAEL VKEVAKKTDDVAGDGT TTATVLAQAL VKEGL RNVAAGANPL GLKRGI EKAVEKVTETLLKSAKEVETKEQI AATAAI SAGDQSI GDLI AEAMDKVGNEGVI TVEESNTFGLQLEL TEGVRFDKGY!I SGYFVTDAERQEAVLEDPY! LLVSSKVSTVKDLLPLLEKVI QGGKPLLI | AEDVEGEAL STLVVNKI RGTFKSVAVKAPGFGDRRKAM. QDMAI LTGGQVI SEEVGLSLETADI SLLGKARKVVI TKDETTI VEGAGDSDAI AGRVAQI RAEI ENSDSDYDREKL QERLAKLAGGVAVI KAGAATEVELKERKHRI EDAVRNAKAAVEEG! VAGGGVAL LHAVPSL DEL KL SGDEATGANI VRVALEAPLKQI AFNGGL EPGVVAEKVRNSPAGT GLNAATGVYEDL L KAGVADPVKVTRSAL QNAASI AGL FL TTEAVVADKPEKAAAPAGDPT GGMGGVDF

T T T T T T T
250 300 350 400 450 500 550

amino acid sequence and position

T T T T
50 100 150 200

av.score.p.aa
100

75
50
25
0

% of unique aa
identifications
100

75
50
25



S4

88y-oAw-1ue 0TgS 213040 |5
IM Z WiHfoiq sisojn2iaqny il

*

88-oAw-1ue $1gS 713049
IM Z Wiifoiq s1s0[n21aqny i

8817-0AIN-13ue Ajuo 1D
¥M z wyifoiq sisoinaiagny N




