Figure S1.

ERManl
transfection: + - + =

Blot with: 3C2



Figure S2.

Recovered peptide list of alpha 1,2-mannosidase (gi:770647) from 90kDa band

sequence repeat number
ADSYYEYLLK 60
DKMESFFLGETLK 23
DVDVNLFESTIR 28
DVEVKPADR 1
FAWGHDELKPVSR 9
FQEAVEK 1
GPPHLQIRPPSQDLK 12
GVIDVFLHAWK 4
IPYSDVNIGTGVAHPPR 38
KFAWGHDELKPVSR 1
LTFVGELAHGR 37
LTGDKKFQEAVEK 1
MESFFLGETLK

MRPEIAGLKPANPPVLPAPQK 18
PANPPVLPAPQK 1
QETQLLEDYVEAIEGVR 1
QMETGLSPEIVHFNLYPQPGR 3
VPSGGYSSINNVQDPQKPEPR 18
VTQHIHGLSGK 10

MAACEGRRSGALGSSQSDFLTPPVGGAPWAVATTVVMYPPPPPPPHRDFISVTLSFGESYDNSKSWRRRSCWRKWK
QLSRLORNMILFLLAFLLFCGLLFYINLADHWKALAFRLEEEQKMRPEIAGLKPANPPVLPAPQKADTDPENLPEISSQK
TQRHIQRGPPHLQIRPPSQDLKDGTQEEATKRQEAPVDPRPEGDPQRTVISWRGAVIEPEQGTELPSRRAEVPTKPPLP
PARTQGTPVHLNYRQKGVIDVFLHAWKGYRKFAWGHDELKPVSRSFSEWFGLGLTLIDALDTMWILGLRKEFEEARK
WVSKKLHFEKDVDVNLFESTIRILGGLLSAYHLSGDSLFLRKAEDFGNRLMPAFRTPSKIPYSDVNIGTGVAHPPRWTS
DSTVAEVTSIQLEFRELSRLTGDKKFQEAVEKVTQHIHGLSGKKDGLVPMFINTHSGLFTHLGVFTLGARADSYYEYLLK
QWIQGGKQETQLLEDYVEAIEGVRTHLLRHSEPSKLTFVGELAHGRFSAKMDHLVCFLPGTLALGVYHGLPASHMELA
QELMETCYQMNRQMETGLSPEIVHFNLYPQPGRRDVEVKPADRHNLLRPETVESLFYLYRVTGDRKYQDWGWEILQ
SFSRFTRVPSGGYSSINNVQDPQKPEPRDKMESFFLGETLKYLFLLFSDDPNLLSLDAYVFNTEAHPLPIWTP

(A total 30.41 % of sequence was recovered)



Recovered peptide list of alpha 1,2-mannosidase (gi:770647) from 70kDa band

sequence repeat number
DVDVNLFESTIR 2
IPYSDVNIGTGVAHPPR 2
LTFVGELAHGR 1
QMETGLSPEIVHFNLYPQPGR 1

MAACEGRRSGALGSSQSDFLTPPVGGAPWAVATTVVMYPPPPPPPHRDFISVTLSFGESYDNSKSWRRRSCWRKWK
QLSRLORNMILFLLAFLLFCGLLFYINLADHWKALAFRLEEEQKMRPEIAGLKPANPPVLPAPQKADTDPENLPEISSQKT
QRHIQRGPPHLQIRPPSOQDLKDGTQEEATKRQEAPVDPRPEGDPQRTVISWRGAVIEPEQGTELPSRRAEVPTKPPLPP
ARTQGTPVHLNYRQKGVIDVFLHAWKGYRKFAWGHDELKPVSRSFSEWFGLGLTLIDALDTMWILGLRKEFEEARKW
VSKKLHFEKDVDVNLFESTIRILGGLLSAYHLSGDSLFLRKAEDFGNRLMPAFRTPSKIPYSDVNIGTGVAHPPRWTSDS
TVAEVTSIQLEFRELSRLTGDKKFQEAVEKVTQHIHGLSGKKDGLVPMFINTHSGLFTHLGVFTLGARADSYYEYLLKQWI
QGGKQETQLLEDYVEAIEGVRTHLLRHSEPSKLTFVGELAHGRFSAKMDHLVCFLPGTLALGVYHGLPASHMELAQEL
METCYQMNRQMETGLSPEIVHFNLYPQPGRRDVEVKPADRHNLLRPETVESLFYLYRVTGDRKYQDWGWEILQSFSR
FTRVPSGGYSSINNVODPQKPEPRDKMESFFLGETLKYLFLLFSDDPNLLSLDAYVFNTEAHPLPIWTP

(A total 8.50 % of sequence was recovered)
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