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.

gil224589270 (spots la,lc)
MATTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAAFSPVSLHSALSLLAAGAGSATRDOQLVATLGTGE
VEGLHALAEQVVQFVLADASSAGGPRVAFANGVEVDASLLLKPSFQELAVCKYKAETQSVDEQTKAAEVTTQ
VNSWVEKVTSGRIKNILPSGSVDNTTKLVLANALYFKGAWTDQFDSYGTKNDYFYLLDGSSVQTPFMSSMDD
DQYISSSDGLKVLKLPYKQGGDNRQFSMYILLPEAPGGLSSLAEKLSAEPDFLERHIPRQRVAIRQFKLPKFE
KISFGIEASDLLKCLGLQLPEFSDEADEFSEMVDSPMPQGLRVSSVEFHQAFVEVNEQGTEAAASTAIKMVPQQA
RPPSVMDFIADHPFLFLLREDISGVVLFMGHVVNPLRSL

BU_serpin#2 (spots 1b,1d)
MATTLATDVRLSIAHQTRFALRLASTISSNPKSAASNAVFSPVSLHVALSLLAAGAGSATRDQLVTTLGTGE
VEGLHALAEQVVQFVLADASSAGGPHVAFANGVFVDASLLLKPSFQELAVCKYKAETQSVDFQTKAAEVATQ
VNSWVEKVTSGRIKDILPSGSVDNTTKLVLANALYFKGAWTDQFDSSGTKNDYFYLPDGSSVQTPFMSSMDD
QYLSSSDGLKVLKLPYKQOGGDKRQFSMYILLPEAPGGLSNLAEKLSAEPDFLERHIPRQRVALRQFKLPKFK
ISFETEASDLLKCLGLQLPFSNEADFSEMVDSPMAHGLRVSSVFHQAFVEVNEQGTEAAASTAIKMALLQAR
PPSVMDFIADHPFLFLLREDISGVVLEMGHVVNPLLSS

gi|475621781 (spots le,1lqg)
MATTLATDVRLSIAHQTRFAFRLASATISSNPESTVNNAAFSPVSLHVALSLITAGAGGATRNQLAATLGEGE
VEGLHALAEQVVQFVLADASNIGGPRVAFANGVEFVDASLQLKPSFQELAVCKYKAEAQSVDFQTKAAEVTAQ
VNSWVEKVTTGLIKDILPAGSIDNTTRLVLGNALYFKGAWTDQFDPRATQSDDFYLLDGSSIQTPFMYSSEE
QYISSSDGLKVLKLPYKQGGDKRQFSMYILLPEALSGLWSLAEKLSAEPEFLEQHIPROKVALRQFKLPKEK
ISLGIEASDLLKGLGLQLPFGAEADLSEMVDSPMAQNLYISSIFHKAFVEVNETGTEAAATTIAKVVLRQAP
PPSVLDFIVDHPFLFLIREDTSGVVLFIGHVVNPLLSS

gi|871551 (spot 1f)
MATTLATDVRLSTAHQTRFALRLASTISSNPKSAASNAAFSPVSLYSALSLLAAGAGSATRDQLVATLGT
GKVEGLHALAEQVVQFVLADASSTGGSACRFANGVEVDASLLLKPSFQETAVCKYKAETQSVDFQTKAAE
VITQVNSWVEKVTSGRIKDILPPGSIDNTTKLVLANALYFKGAWTEQFDSYGTKNDYFYLLDGSSVQTPF
MSSMDDQYLLSSDGLKVLKLPYKQGGDNRQFFMYILLPEAPGGLSSLAEKLSAEPDFLERHTIPRQRVALR
QFKLPKFKISFGIEASDLLKCLGLQLPFGDEADF SEMVDSLMPQGLRVSSVFHQAFVEVNEQGTEAAAST
ATKMVLQQARPPSVMDF IADHPFLFLVREDISGVVLFMGHVVNPLLSS

BU_purinin#3 (spots 2a,2e)
MKKFLVLALIVVAATTTAAEPFTAFRSAWEPQHPSSPEHQPTPQPQEHPVPHQKLNPCRDALLQQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQLKAIPKQSRCEATIHNVVHAIILQQOOOQLVQATSTQOPOOQOOQQOGOOO00G
LGSSQPQOOTQLDOGWIAVIGTWVIQTIPAMCDVHVPPYCYTTISPSSDVTTDMGGY

BU_purinin#2 (spots 2b,2d)
MKKFLVLALIVIAATTTAAEPFTAFRIASEPQHPSSPEQQOPTLQPQEHPVPHQKLNPCRDALLHQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQLKAIPKQSRCEATIHNVVHAIILQQOKQLVQOGTSTOPOOQOQOQQOGOQOEHGQ
GSSQPQOHOOOOQOQLDOGWIVAIGTWVIQTVPAMCDVHVPPYCYTTISSSSDVTTGMGGY

RS_UWI_15510 (spot 2c)
gsqqqrarsslvvssiMPGLTIGDTVPNLELDSTHGKIWIHDYVGNGYVILFSHPGDFTPVCTTELAAMANY
AKEFEKRGVKLLGISCDDVQSHKEWTKDIEAYKAGSKVTYPIMADPDRSAIKQLNMVDPDEKDAEGQLPSRT
LHIVGPDKKVKLSFLYPSCTGRNMDEVVRAVDSLLTAAKHKVATPANWKPGECVVIAPGVSDDEAKKMEPQG
FETADLPSKKGYLRFTKVacvrasssaparllvavcvvvvrayfcggtcrffckstsvselcmctvtlslsc
viffagvscvrspvypcvgrllkkkkk

BU_purinin#l (spot 2c)
MKKFLVLALIVVAATTTAAEPFTAFRTAWEPHHPSSPEQQPTPQOQPQEQPVPHOKLNPCRDALLQQCSPVADM
SFLRSQVVQHSSCLVMWEQCCQQOLKAIPKQSRCEATIHNVVHAIVLQOQOQLVOGISTQPQOQOOQOOGOOOOGO
GSSQPQOQTQLDOGWIAVIGTWVIQTIPAMCDVHVPPYCYTTISPSIDVTTGMGGY

gi|475538570 (spot 2d)
MSRGSGAGYDRHITIFSPEGRLYQVEYAFKAVKSAGVTSIGVRGKDSVCVVTQKKVPDKLLDDTSITHLE
SITKYTGLLATGLTADARSLVSQARNEAAEFRKKWGYEMPVDVLAKWIADKAQIYTQHAYMRPLGVVAMY
LGYDEEKNAQLFKCDPAGHFFGHKATSAGLKEQEAINFLEKKMKDSPQFTYDETVQIAISALQSVLQEDFE
KATEIEVGVVRKEDRVFRSLTTEEIDQHLTAISERD



gi|56480630 (spot 3a)
SGPWMCYPGQAFQVPALPGCRPLLKLQOCNGSQVPEAVLRDCCQQLADISEWCRCGALYSMLDSMYKEHGVSE
GOAGTGAFPSCRREVVKLTAASITAVCRLPIVVDASGDGAYVCKDVAAYPDA

gi|253783731 (spot 3b)
TGPYCYAGMGLPINPLEGCREYVAQQTCGISISGSAVSTEPGNTPRDRCCKELYDASQHCRCEAVRYF IGRR
SDPNSSVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNAPYCLGLDI

gi]134034637 (spots 3c,3d)
SGPWSWCDPATGYKVSALTGCRAMVKLQCVGSQVPEAVLRDCCQQLADINNEWCRCGDLSSMLRSVYQELGV
REGKEVLPGCRKEVMKLTAASVPEVCKVPIPNPSGDRAGVCYWAAYPDV

gi|123956 (spot 3e)
MASKSSITHLLLAAVLVSVFAAAAATGPYCYPGMGLPSNPLEGCREYVAQQTCGVGIVGSPVSTEPGNTP
RDRCCKELYDASQHCRCEAVRYFIGRTSDPNSGVLKDLPGCPREPQRDFAKVLVTPGHCNVMTVHNTPYC
LGLDI

gi|54778511 (spot 3f)
SGPWMCYPGYAFKVPALPGCRPVLKLOCNGSQVPEAVLRECCQQLADISEWCRCGALYSMLDSMYKEHGVQE
GOAGTGAFPSCRREVVKLTAASITAVCKLPIVIDASGDGAYVCKGVAAYPDA

gi|123958 (spot 39g)
MASKSNCVLLLAAVLVSIFAAVAAIGNEDCTPWMSTLITPLPSCRDYVEQQACRIETPGSPYLAKQQCCGEL
ANIPQQCRCQALRYFMGPKSRPDQSGLMELPGCPREVOMDEFVRILVTPGYCNLTTVHNTPYCLAMEESQWS

gil123957 (spots 3h,31)
MACKSSCSLLLLAAVLLSVLAAASASGSCVPGVAFRTNLLPHCRDYVLOQTCGTFTPGSKLPEWMTSASIYS
PGKPYLAKLYCCQELAEISQQCRCEALRYFIALPVPSQPVDPRSGNVGESGLIDLPGCPREMQWDEFVRLLVA
PGOCNLATIHNVRYCPAVEQPLWI

gi|390979705 (spots 4a,4b,4c)
MATRGRATIPLLFLLGTSLLFAAAVSASHDEEEDRRGGRSLORCVQRCQODRPRYSHARCVQECRDDQQQOHG
RHEQEEQGRGHGRHGEGEREEEQGRGRGRRGQGEREEEQGRGRGRRGEGERDEEHGDGRRPYVEGPRSFRRI
IRSDHGFVKALRPFDEVSRLLRGIRNYRVAIMEVNPRAFVVPGLTDADGVGYVAQGEGVLTVIENGEKRSYT
VROGDVIVAPAGSIMHLANTDGRRKLVIAKILHTISVPGKFQYFSAKPLLASLSKRVLTAALKTSDERLGSL
LGSRQGKEEEEKSISIVRASEEQLRELRROQASEGDQGHHWPLPPFRGDSRDTEFNLLEQRPKIANRHGRLYEA
DARSFHALAQHDVRVAVANITPGSMTAPYLNTQSFKLAVVLEGEGEVEIVCPHLGRDSERREQEHGKGRWRS
EEEEDDRRQQRRRGSGSESEEEQDQORYETVRARVSRGSAFVVPPGHPVVEIASSRGSSNLQVVCFEINAER
NERVWLAGRNNVIAKLDDPAQELAFGRPAREVQEVFRAKDQODEGFVAGPEQQQEHERGDRRRGDRGRGDEA
VEAFLRMATAAL

RS_UWI_15518 (spot 4d)
ELASSTMATRARVTIPLLFLLGTSLLFAAAVSASHDEEEDRRGGHSLQQCVQRCQQODRPRYSHARCVQECRG
DOQOHGRHEQEEQGRGRGRHGEGEREEEQGGGRGRHGEGEREEEEGRGRGRHGEGEREEHGRHEQGRGRRGE
GERDEEQGGSRRPYVEGPRNFRSIIRSDHGFVKALRPFDEVSRLLRGIRNYRVAIMEVNPRAFVVPGFETDAD
GVGYVAQGEGVLTVIENGEKRSYTVRQGDVIVAPAGSIMHLANTDGRRKLVIAKILHTISVPGREQYFSAKP
LLASLSKRVLRAALKTSDEQLGRLLGRRQGKEEESRSISIIRASEEQLRELSRQASEGGQGHHWPLPPEFRGD
SRDTEFNLLEQRPKIANRHGRLYQADARSFHALAQHDVRVAVANITPGSMTAPYLNTQSFKLAVVLEGEGEVE
IVCPHLGRDSERREHGKGRWSEEEEDDRRQQRRHGSGSESESEEEQDQOQRYETVRARVSRGSAFVVPPGHPV
VEISSSQGSSNLQVVCFEINAERNERVWLAGRNNVIAKLDSPAQELTFGRPAREVQEVERAKDQODEGEVAG
PEQOSHEQEQERGDRRRGDRGRGDDAVGAFLRMATGAFGCMATVEWVWGAGARAVELDLYGVCGYCVVVRTY
AGVEMRVARARYDDASYQPTYYQGMSMSIHKIQWALRSSSKKKKKX

gil475609166 (spots 5a,5b,5c)
MKTMFILALLALAASTATIAQLETICSQGFGQCQHHQOLGOOQOLLDOMKPCVAFVQHQCSPVRTPFPQTRGEQ
HSSCQTVQHQCCROLVQIPEQARCKAIQSVEEAIIQQQOPOQOWNEPQOEAHLKSMRMSLOTLPSMCNIYVPV
QCOOQOQLGROOQOOQOLOEQLKPCATFLOHOQCRPMTVPFPHTPVOKPTSCONVQSQCCRQLAQIPEQFRCQOAT
HNVVESIRQOOHHQOPQOEVQLEGLRMSLHTLPSMCKIYIPVQCPATTTTPYSITMTASYTDGTC



