
Supplemental File 4. Sequences of the predominant proteins in 2-DE spots 
identified by MS/MS. For spots 2c and 2d, sequences of both the 
predominant protein and the purinin are provided. 
 
gi|224589270 (spots 1a,1c) 
MATTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDQLVATLGTGE
VEGLHALAEQVVQFVLADASSAGGPRVAFANGVFVDASLLLKPSFQELAVCKYKAETQSVDFQTKAAEVTTQ
VNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFMSSMDD
DQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLERHIPRQRVAIRQFKLPKF
KISFGIEASDLLKCLGLQLPFSDEADFSEMVDSPMPQGLRVSSVFHQAFVEVNEQGTEAAASTAIKMVPQQA
RPPSVMDFIADHPFLFLLREDISGVVLFMGHVVNPLRSL 
 
BU_serpin#2 (spots 1b,1d) 
MATTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAVFSPVSLHVALSLLAAGAGSATRDQLVTTLGTGE
VEGLHALAEQVVQFVLADASSAGGPHVAFANGVFVDASLLLKPSFQELAVCKYKAETQSVDFQTKAAEVATQ
VNSWVEKVTSGRIKDILPSGSVDNTTKLVLANALYFKGAWTDQFDSSGTKNDYFYLPDGSSVQTPFMSSMDD
QYLSSSDGLKVLKLPYKQGGDKRQFSMYILLPEAPGGLSNLAEKLSAEPDFLERHIPRQRVALRQFKLPKFK
ISFETEASDLLKCLGLQLPFSNEADFSEMVDSPMAHGLRVSSVFHQAFVEVNEQGTEAAASTAIKMALLQAR
PPSVMDFIADHPFLFLLREDISGVVLFMGHVVNPLLSS 
 
gi|475621781 (spots 1e,1g) 
MATTLATDVRLSIAHQTRFAFRLASAISSNPESTVNNAAFSPVSLHVALSLITAGAGGATRNQLAATLGEGE
VEGLHALAEQVVQFVLADASNIGGPRVAFANGVFVDASLQLKPSFQELAVCKYKAEAQSVDFQTKAAEVTAQ
VNSWVEKVTTGLIKDILPAGSIDNTTRLVLGNALYFKGAWTDQFDPRATQSDDFYLLDGSSIQTPFMYSSEE
QYISSSDGLKVLKLPYKQGGDKRQFSMYILLPEALSGLWSLAEKLSAEPEFLEQHIPRQKVALRQFKLPKFK
ISLGIEASDLLKGLGLQLPFGAEADLSEMVDSPMAQNLYISSIFHKAFVEVNETGTEAAATTIAKVVLRQAP
PPSVLDFIVDHPFLFLIREDTSGVVLFIGHVVNPLLSS 
 
gi|871551 (spot 1f) 
MATTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLYSALSLLAAGAGSATRDQLVATLGT 
GKVEGLHALAEQVVQFVLADASSTGGSACRFANGVFVDASLLLKPSFQEIAVCKYKAETQSVDFQTKAAE 
VTTQVNSWVEKVTSGRIKDILPPGSIDNTTKLVLANALYFKGAWTEQFDSYGTKNDYFYLLDGSSVQTPF 
MSSMDDQYLLSSDGLKVLKLPYKQGGDNRQFFMYILLPEAPGGLSSLAEKLSAEPDFLERHIPRQRVALR 
QFKLPKFKISFGIEASDLLKCLGLQLPFGDEADFSEMVDSLMPQGLRVSSVFHQAFVEVNEQGTEAAAST 
AIKMVLQQARPPSVMDFIADHPFLFLVREDISGVVLFMGHVVNPLLSS 
 
BU_purinin#3 (spots 2a,2e) 
MKKFLVLALIVVAATTTAAEPFTAFRSAWEPQHPSSPEHQPTPQPQEHPVPHQKLNPCRDALLQQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQLKAIPKQSRCEAIHNVVHAIILQQQQQLVQATSTQPQQQQQQGQQQQQG
LGSSQPQQQTQLDQGWIAVIGTWVIQTIPAMCDVHVPPYCYTTISPSSDVTTDMGGY 
 
BU_purinin#2 (spots 2b,2d) 
MKKFLVLALIVIAATTTAAEPFTAFRIASEPQHPSSPEQQPTLQPQEHPVPHQKLNPCRDALLHQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQLKAIPKQSRCEAIHNVVHAIILQQQKQLVQGTSTQPQQQQQQGQQEHGQ
GSSQPQHQQQQQQLDQGWIVAIGTWVIQTVPAMCDVHVPPYCYTTISSSSDVTTGMGGY 
 
RS_UWI_15510 (spot 2c) 
gsqqqrarsslvvssiMPGLTIGDTVPNLELDSTHGKIWIHDYVGNGYVILFSHPGDFTPVCTTELAAMANY
AKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKAGSKVTYPIMADPDRSAIKQLNMVDPDEKDAEGQLPSRT
LHIVGPDKKVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDDEAKKMFPQG
FETADLPSKKGYLRFTKVacvrasssaparllvavcvvvvrayfcggtcrffckstsvselcmctvtlslsc
vfffagvscvrspvypcvgrllkkkkk 
 
BU_purinin#1 (spot 2c) 
MKKFLVLALIVVAATTTAAEPFTAFRTAWEPHHPSSPEQQPTPQPQEQPVPHQKLNPCRDALLQQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQLKAIPKQSRCEAIHNVVHAIVLQQQQQLVQGISTQPQQQQQQGQQQQGQ
GSSQPQQQTQLDQGWIAVIGTWVIQTIPAMCDVHVPPYCYTTISPSIDVTTGMGGY 
 
gi|475538570  (spot 2d) 
MSRGSGAGYDRHITIFSPEGRLYQVEYAFKAVKSAGVTSIGVRGKDSVCVVTQKKVPDKLLDDTSITHLF 
SITKYTGLLATGLTADARSLVSQARNEAAEFRKKWGYEMPVDVLAKWIADKAQIYTQHAYMRPLGVVAMV 
LGYDEEKNAQLFKCDPAGHFFGHKATSAGLKEQEAINFLEKKMKDSPQFTYDETVQIAISALQSVLQEDF 
KATEIEVGVVRKEDRVFRSLTTEEIDQHLTAISERD  
 



gi|56480630 (spot 3a) 
SGPWMCYPGQAFQVPALPGCRPLLKLQCNGSQVPEAVLRDCCQQLADISEWCRCGALYSMLDSMYKEHGVSE
GQAGTGAFPSCRREVVKLTAASITAVCRLPIVVDASGDGAYVCKDVAAYPDA 
 
gi|253783731 (spot 3b) 
TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYFIGRR
SDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI 
 
gi|134034637 (spots 3c,3d) 
SGPWSWCDPATGYKVSALTGCRAMVKLQCVGSQVPEAVLRDCCQQLADINNEWCRCGDLSSMLRSVYQELGV
REGKEVLPGCRKEVMKLTAASVPEVCKVPIPNPSGDRAGVCYWAAYPDV 
 
gi|123956 (spot 3e) 
MASKSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVSTEPGNTP 
RDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNTPYC 
LGLDI 
 
gi|54778511 (spot 3f) 
SGPWMCYPGYAFKVPALPGCRPVLKLQCNGSQVPEAVLRECCQQLADISEWCRCGALYSMLDSMYKEHGVQE
GQAGTGAFPSCRREVVKLTAASITAVCKLPIVIDASGDGAYVCKGVAAYPDA 
 
gi|123958 (spot 3g) 
MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGSPYLAKQQCCGEL
ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVQMDFVRILVTPGYCNLTTVHNTPYCLAMEESQWS 
 
gi|123957 (spots 3h,3i) 
MACKSSCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYVLQQTCGTFTPGSKLPEWMTSASIYS
PGKPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDFVRLLVA
PGQCNLATIHNVRYCPAVEQPLWI 
 
gi|390979705 (spots 4a,4b,4c) 
MATRGRATIPLLFLLGTSLLFAAAVSASHDEEEDRRGGRSLQRCVQRCQQDRPRYSHARCVQECRDDQQQHG
RHEQEEQGRGHGRHGEGEREEEQGRGRGRRGQGEREEEQGRGRGRRGEGERDEEHGDGRRPYVFGPRSFRRI
IRSDHGFVKALRPFDEVSRLLRGIRNYRVAIMEVNPRAFVVPGLTDADGVGYVAQGEGVLTVIENGEKRSYT
VRQGDVIVAPAGSIMHLANTDGRRKLVIAKILHTISVPGKFQYFSAKPLLASLSKRVLTAALKTSDERLGSL
LGSRQGKEEEEKSISIVRASEEQLRELRRQASEGDQGHHWPLPPFRGDSRDTFNLLEQRPKIANRHGRLYEA
DARSFHALAQHDVRVAVANITPGSMTAPYLNTQSFKLAVVLEGEGEVEIVCPHLGRDSERREQEHGKGRWRS
EEEEDDRRQQRRRGSGSESEEEQDQQRYETVRARVSRGSAFVVPPGHPVVEIASSRGSSNLQVVCFEINAER
NERVWLAGRNNVIAKLDDPAQELAFGRPAREVQEVFRAKDQQDEGFVAGPEQQQEHERGDRRRGDRGRGDEA
VEAFLRMATAAL 
 
RS_UWI_15518 (spot 4d) 
ELASSTMATRARVTIPLLFLLGTSLLFAAAVSASHDEEEDRRGGHSLQQCVQRCQQDRPRYSHARCVQECRG
DQQQHGRHEQEEQGRGRGRHGEGEREEEQGGGRGRHGEGEREEEEGRGRGRHGEGEREEHGRHEQGRGRRGE
GERDEEQGGSRRPYVFGPRNFRSIIRSDHGFVKALRPFDEVSRLLRGIRNYRVAIMEVNPRAFVVPGFTDAD
GVGYVAQGEGVLTVIENGEKRSYTVRQGDVIVAPAGSIMHLANTDGRRKLVIAKILHTISVPGRFQYFSAKP
LLASLSKRVLRAALKTSDEQLGRLLGRRQGKEEESRSISIIRASEEQLRELSRQASEGGQGHHWPLPPFRGD
SRDTFNLLEQRPKIANRHGRLYQADARSFHALAQHDVRVAVANITPGSMTAPYLNTQSFKLAVVLEGEGEVE
IVCPHLGRDSERREHGKGRWSEEEEDDRRQQRRHGSGSESESEEEQDQQRYETVRARVSRGSAFVVPPGHPV
VEISSSQGSSNLQVVCFEINAERNERVWLAGRNNVIAKLDSPAQELTFGRPAREVQEVFRAKDQQDEGFVAG
PEQQSHEQEQERGDRRRGDRGRGDDAVGAFLRMATGAFGCMATVEWVWGAGARAVELDLYGVCGYCVVVRTY
AGVEMRVARARYDDASYQPTYYQGMSMSIHKIQWALRSSSKKKKKX 
 
gi|475609166 (spots 5a,5b,5c) 
MKTMFILALLALAASTAIAQLETICSQGFGQCQHHQQLGQQQLLDQMKPCVAFVQHQCSPVRTPFPQTRGEQ
HSSCQTVQHQCCRQLVQIPEQARCKAIQSVEEAIIQQQPQQQWNEPQQEAHLKSMRMSLQTLPSMCNIYVPV
QCQQQQQLGRQQQQQLQEQLKPCATFLQHQCRPMTVPFPHTPVQKPTSCQNVQSQCCRQLAQIPEQFRCQAI
HNVVESIRQQQHHQPQQEVQLEGLRMSLHTLPSMCKIYIPVQCPATTTTPYSITMTASYTDGTC 
 
 
 


