Result of identification of HA-FLCN | P p130 by PMF analysis

The MW of the peptide fragments obtained by MALDI-TOF/M S analysis.

/AP-1: 584.39 /AP-11: 1285.65 \AP-21: 3174.56
\AP-2: 709.41 /AP-12 : 1522.80 |
\AP-3: 940.41 /AP-13 : 1540.75 |
\AP-4 : 994.54 /AP-14 : 1638.65 |
/AP-5: 1011.50 /AP-15: 1648.33 |
\AP-6 : 1202.64 \AP-16 : 1664.74 |
\AP-7 : 1203.75 \AP-17 : 1874.98 |
\AP-8 : 1218.66 /AP-18 : 2034.02 |
AP-9: 1241.12 /AP-19 : 2050.07 |
/AP-10: 1259.77 /AP-20 : 2456.20 |

Cys modification:car boxymetylation

Identificaion to BC001956+BAB85547
Digestion by (Enzyme) : LysC
(MW : 130630.18 Da)

|peptide |observed | theoretical | delta | cor responding sequence |Head |Tai| | comment
| AP-1 | 58439 584.34| +0.05 |[K]KPPDK]I] | 732 736

| AP2 | 70941 709.36| +0.05 |[K]QYRDKIL] | 665 669

| AP-3 | 940.41| 940.38| +0.03 |[K]QNNEFCK[C] | 880/ 886

| AP-4 | 99454 99452| +0.02 [[RISTGMVVEKK[P| | 724 732 |1Met-ox

| AP-5 | 101150| 101149 +0.01 |[K]LRTCFDAKIL] | 670 677

| AP-6 | 120264 120258| +0.06 |[K]HSSQSVDMLAKIT] | 485| 495|0Met-ox

| AP-7 | 120375 120364| +0.11 |[K]RRNEDISVSK|L] | 65| 74

| AP-8 | 121866| 121857/ +0.09 |[K]HSSQSVDMLAKIT] | 485| 495|1Met-ox

| AP-11 | 128565| 128558| +0.07 |[KINHLCYRFMK[E] | 429 437 |1Met-ox

| AP-12 | 152280| 1522.76| +0.04 [K]IVPASFSCEAAQTK[V] | 737| 750|1AAM-Cys

| AP-13 | 1540.75| 1540.74| +0.01 |[K]EERGAIDQHQETKI[Q] | 786/ 798|

| AP-14 | 163865 1638.67| -0.02 |[K]ESEEIRTPNCNCKIY] | 599/ 611 |

| AP-16 | 1664.74| 1664.73| +0.01 |[K]ESEEIRTPNCNCK[Y] | 599 611[2AAM-Cys

| AP-17 | 1874.98| 1874.98| 0.00 |[K]WTVQVASSQRRVTDNK|L] | 1057|1072 |

| AP-18 | 2034.02| 2034.00| +0.02 |[K]GEIEESEYVLVTMHRNKIS] | 576 592 |0Met-ox

| AP-19 | 2050.07| 2049.99| +0.08 |[K]GEIEESEYVLVTMHRNKIS] | 576 592 |1Met-ox

| AP-20 | 2456.20| 2456.19| +0.01 |[K]TCFPQQDQRDTLSILVPHGDKIE] | 898/ 918|

| AP-21 | 317456| 3174.48| +0.08 |[K]YCSHPLLGQNVENISQQEREDIQNSSK[E] | 612 638
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MDMPGRELNE DRDSGIARSA SLSSLLITPF  PSPNSSLTRS

CASSYQRRWR RSQTTSLENG

361 371
SHMNKLKSAI

441 451
FLMENASKNQ FLPALITAVL
521 531
RTVVVGKRQD MVQRLLYFLT
601 611
EEIRTPNCNC KYCSHPLLGQ
681 691
VVCTGSVPVD KCALSESGLE
761 771
PDSDTELRSQ AVVDQITRHH
841 851
DDSIETRTID DVPFKTSTDS
921 931
SDKKIAVGTE WDIPRNESSD
1001 1011
LGGYCSSYVP DFVLQGIGSD
1081 1091

NKLGKEVLVS SLVSNLLHST LQLYKHNLSP
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NPGIVRKKKI AIGVIFSLSK  DEDENNKFNE FFFSHFPLFE
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RTTICNLYTM PRIGEPVWLT MMSGTPEKNH LCYRFMKEFT
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FLEKHSSQSY DMLAKTHPYN PLWAQLGDLY GAIGSPVRLA
561 571 581 591
AIVMPGTVIT TTLEKGEIEE SEYVLVTMHR NKSSLLFKES
641 651 661 671
LGISDECRMI  SPSDCQEENA VDVKQYRDKL RTCFDAKLET
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AMRSTGMVVE KKPPDKIVPA SFSCEAAQTK VTFLIGDSMS
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SYYGGEQEDW AEEDEIPFPG  SKLIEVSAVQ PNIANFGRSL
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DEPIAEAVCI IADMDKWTVQ VASSQRRVTD
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LSEYLRGOMR VHVKELGVVL GIESSDLPLL AAVASTHSPY
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EQAMKMSRRS ADASQRSLAY NRIVDALNEF
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TNHLAWVPTV MPNGQPPIKI
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NVENISQQER EDIQNSSKEL
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STEETWQSEK LLDSDSHTGK
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TKPLKEERGA |IDQHQETKQT
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SALGDSESED TGHDMTRQVS
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