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1.6A4 (Genbank accession No. AF469489)

Sequence:
GGGAGCAAAGCAAACTTGAGGCTAGCCACCATGAAGGTCTTCATCCTGGCTCTCCTCG
CCCTCACAGCAACCACCGCCATTGCCCAGTTGGAAACCACATGTAGCCAGGGCTTCGG
ACAATACCAACAACAGCAACAACCTGGGCAACGACAGTTGCTGGAGCAGATGAAGCC
GTGTGTGGCATTCCTGCAACAACAGTGTAGGCCACTGAGAATGCCATTCCTCCAGACA
CAGGTGGAGCAGCTTAGCAGCTGCCAGATCGTGCAACACCAATGCTGCCAGCAGCTAG
CGCAGATCCCAGAGCGAATCCGGTGCCATGCCATCCACAGCGTGGTAGAGGCTATCAT
GCAACAACAATCCCAACAACAATGGCAGGAGCGCCAACAGCAAGCACAACATAAGAG
CATGAGGATGTTGCTTGAGAACCTATCATTGATGTGCAACATCTATGTCCCGGTACAAT
GCCAGCAGCAACAACAAATGGGGCAACAACAACAACAACAACAGTTGCAGGAGCAGT
TGACACCGTGTGCGACATTCCTCCAACATCAGTGTAGCCCAGTGACAGTGCCATTCCCC
CAGATACCGGTGGATCAAGCCTACCAGCTGCCAGAATGTGCAGCACCAATGTTGCCGA
CAGCTATCACAGATCCCGGAGCAATTTCGTTGCCAAGCCATCCATAACGTGGCTGAGG
CTATCAGGCAACAACAACCCCAAACAACAATGGCAGGGTATGTACCAGCCCGCAGCA
AGCCAGCACAACATGAGAGCATTCGGATGTCGCTTCAGGCCCTGCGGTCGATGTGCAAC
ATCTACATACCGGTACAATGCCCCGCCCCCACCGCCTACAACATTCCCATGGTGGCTACC
TGCACTAGTGGTGCATGCTAGATGATCAATGTAGCGGCCGAAAAATAAAAATGCCATGCA
TCATCATGTGTGGCAAATACTAGTTGCAATATGGAAATGATGAATAAACGTTCCTGAATA
AAGCATTTGCCTGAATAAAACTACATATTTCAAAAAAAAAAAAAAAAAAAA

Note: Underlined sequence (482-bp) was used as template for synthesizing probes for Northern blot
and Southern blot.



AF469489 RNV NIMNWNINMKVE TTATIALTATTATACIETTICSQGEGQ 40
AMOBY94]1 @ cssssmssas MKVEIIALIALTATTAIACIETTCSQGEGQ 30
Consensus mkvfilallaltattaiaglettcsqgfgg

AF469489 YCQOCCPGORCILEQMKPCVAFIQCCCRPIRMEFLQTQVE 80
AM087941 YCCOCCPGORCILEQMKPCVAFIQCCCRPIRMEFLQTQVE 70
Consensus ygqqagpgqrglleagrkpcvaflgqggcrplrmeflgtqgve

AF469489 CLSSCQIVCHQCCCQIACIPERIRCHATHSVVEATIMCOCS 120
AM087941 CLSSCCIVCHCCCCCIACTIPERIRCHATHSVVEATIMCQOCS e
Consensus  glsscqgivghgccgglagiperirchaihsvveaimgggs

AF469489 160
AMO87941 150
Consensus gggwgergqggaghksnrrmllenlslrcniyvpvgcqggqaq

AF469489 198
AMO87941 188

Consensus rgqgggaqaglgeqltecatflghqespvtvpfrgipvd

Note: The putative amino acid sequence of 6A4 was blasted with amino acid sequence of a putative
avenin-like b precursor (AM087941) using DNAman software. The sequence similarity between the
two sequences is 95% similarity (189/199).
R

2.8G17 (Genbank accession No. HQ833341)

Sequence:
AAAAGTACGCTTGTAGCTAGTGCAACCTAACACAATGTACCAAAAATCCATTTCAGAA
ACATCCAAACATAATTATTAAAGCTGATGGAAAGAAGGAAAGAGATGGTGCCCGGGC
TACTATAAATAGGCATGAAGTATCAAGATCATCACAGGCACAATCATCAAAACCAAGC
AATACTAGTTAACACCAATCCACCATGAAGACCTTCCTCATCTTTGCTCTCCTTGCCATT
GCGGCGACAAGTGCCATTGCACAAATGGAGACTAGCCGCGTCCCTGGTTTGGAGAAAC
CATGGCAGCAACAACCATTACCACCACAACAACAACCACCATGTTCACAGCAACAACA
ACCATTTCCACAGCAACAACAACCAATTATTATACTGCAACAATCACCATTTTCGCAGC
AACAACAACCAGTTCTGCCGCAACAGCAACCAGTTATTATACTGCAACAACCACCATT
TTCGCAGCAACAACAACCAGTTCTACCACAACAACCACCATTTTCACAACAACAACAA
CCACCATTTCGCAGCAGCACACATTCTTCACAACAACCACCTTTTCCACAACAACACCA
ACAGTTTCCACAACAACAAATCCCTGTTGTTCAACCATCCGTTTTGCAGCAGCTAAACC
CATGCAAGGTGTTCCTCCAACAGCAGTGTAGCCATGTGGCAATGTCGCAACGTCTTGCT
AGGTCACAAATGTGGCAACAGAGTAGTTGCCATGTGATGCAACAACAATGTTGCCAAC
AGCTGCCGCAAATCCCCGAACAATCCCGCTCTGAGGCAATCCGTGCCATCGTCTACTCC
ATCATCCTGCAAGAACAACAACAGGGTTTTGTCCAACCTCAGCAGCAACAACCCCAAC
AGTCGGGCCAAGGCGTCTCCCAACACCAACAGCAGTCGCAGCAGCAGCAGCAACTCG
GACAGTGTTCTTTCCAACAACCTCAACAACTACAACAATTGGGTCAGCAGCCTCAACA
ACAACAGATACCACAGGGTATATTCTTGCAGCCACACCAGATATCTCAACTTGAGGTG
ATGACTTCCATTGCACTCCGTACCTTGCCAACGATGTGCGGTGTCAACGTGCCGTTGTA
CAGCTCGACCACTATTATGCCATTCAGCATTGGCACTGGAGTTGGTGGCTACTGATAAG
AAAAGATTTCTAGTAATAT

Note: Underlined sequence (436-bp) was used as template for synthesizing probes for Northern
blot.




HQ833341 40
AB062867 40
Consensus mktflifallaiaatsaiagmetsrvpglekpwgggplpp
HQ833341 QOQPPCSQOQQPFPOOOQPTITTILOQOSPESQOQQPVLPOQO 80
AB062867 QOOPPCSQQQOPEFPOOOOPTTITILOOSPEFSQQQOPVLPQQO 80
Consensus  ggqgppcsqgaqapfpgagapiiilggspfsggggpvlpgqq
HQB33341 120
AB062867 120
Consensus pviilqggppfsqgqggpvlpggppfsggagppfrssthssqg
HQ833341 160
AB062867 160
Consensus gpepfpaghqqgfpgggipvvgpsvlgglnpckvflgggcsh
HQ833341 200
AB062667 200
Consensus vamsgrlarsgmwggsschvmgqgccqglpgipeqgsrsea
HQ833341 240
AB062867 TRATIVYSTILOEQQOGEVOPQOOQPOOSGOGVSQHOOQSO 240
Consensus iraivysiilgeqgqgfvgpggggpggsgagvsghgggsqg
HQ833341 280
AB062867 280
Consensus  gggqlggcsfggpgglgglgggpaqggipggiflgphgis
HQ833341 QLEVMTSIALRTLPTMCGVNVPLYSSTTIMPEFSIGTGVGG 320
AB062867 QLEVMTSIALRTLPTMCGVNVPLYSSTTIMPFSIGTGVGG 320
Consensus glevmtsialrtlptmcgvnvplyssttimpfsigtgvgg

Note: The putative amino acid sequence of 8G17 was blasted with amino acid sequence of LMW-
GS group 5 type 11 (AB062867) using DNAman software. The sequence similarity between the
two sequences is 100% (320/320).
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3.6H11 (Submission No. 1503702)

Sequence:
CCCAGGCGGTGTCCCGGCAACTATAAATAGGCATGAAGTATAAAGATCATCACAAGCA
CAAGCATCAAAGCCAAACAACACTAGTTAACACCAATCCACAATGAAGACCTTCCTCG
TCTTTGCCCTCCTCGCTCTTGCGGCGGCAAGTGCCGTTGCGCAAATTTCACAGCAACAA
CAACAACCACCATTTTCACAGCAACAACAACCACAATTTTCACAACAGCCACCATTTTC
CCAGCAGCAACAACCACCATTTTCGCAACAACAACAACAACCACCATTTGCGCAGCAA
CAACAACCACCGTTTTCACAACAACCACCAATTTCACAGCAGCAACAACCACCATTTTC
ACAGCAACAACAACCACAATTTTCACAGCAACAACAACCACCATATTCGCAGCAACAA
CAGCCACCATATTCGCAGCAACAACAACCACCATTTTCGCAGCAACAACAACCACCAT
TTTCGCAGCAACAACAACAACCACCATTTACACAGCAGCAGCAGCAGCAACAACAACA
ACAACCATTTACACAGCAACAACAACCACCATTTTCACAACAGCCACCAATTTCACAG
CAGCAACAACCACCATTTTCGCAGCAACAACAACCACAATTTTCACAGCAACAACAAA
TACCAGTTATTCATCCATCTGTTTTGCAGCAGCTAAACCCATGCAAGGTATTCCTCCAG




CAGCAGTGCATCCCTGTGGCAATGCAGCGATGTCTTGCTAGGTCACAAATGTTGCAGC
AGAGCATTTGCCATGTGATGCAGCAACAATGTTGCCAGCAGTTGCGGCAAATCCCCGA
GCAATCCCGCCATGAGTCAATCCGTGCTATCATCTACTCTATCATCCTGCAGCAGCAGC
AGCAGCAACAACAACAACAACAACAGGGTCAGAGTATCATCCAATATCAGCAACAAC
AACCCCAACAGTTGGGCCAATGTGTCTCCCAACCCCAACAGCAGTTGCAGCAGCAACT
CGGGCAACAACCTCAACAACAACAATTGGCACATGGTACCTTTTTGCAGCCACACCAG
ATAGCTCAGCTTGAGGTGATGACTTCCATTGCACCCCGTACCCTGCCAACAATGTGCAG
TGTCAATGTGCCGTTGTACGAAACCACCACTAGTGTGCCATTAGGCGTTGGCATCGGA
GTTGGTGTCTACTGATAAGAAAAGATCTCTAGTAATATATAGTTGGATCACCGTTGTTT
AGTCGATGGATATGTCAATGTAGCGGTGACAAATAAAGTGTCACACAACGTCATGTGT
GACCCGCTCAAACTAGTTGTTTAAATTCTGAAATAAAATACAAATAAAGTTGTATCAA
AAAAAAAAAAAAAAAA

Note: Underlined sequence (380-bp) was used as template for synthesizing probes for Northern

blot.

6H11 MKTFLVFALLALAAASAVAQISO0000PPFSOCSESEEO NS
NEEEREIGNIN < T LVEALLALAAASAVAQ LSQ0000PPE SO0 © 34
Consensus mktflvfallalaaasavaqgisqgqqappfsqq q

6H11 80
FJ549930 (OPPFSQOQOEPFSQQQQQPPFIIOQQQPPFSQQPPTSQQQ0 74
Consensus  gppfsggaq pfsqgggagppf gggappfsqgppisggaq

IERNRN - 5000010 5000000 Y S0000 0 Y A 112
NEZEREIUNN P ' S OO0 POF SOOOOPP Y SQO00 PP YEREISIEIZEE S 0000 NS
Consensus ppfsggagqpaf sqgggppysqagqappy 5999gq

;N P 'S O OO0 PPF SQOQQOQP PF T 0000 137
FJ549930 [PPFSQQOQPPFSQQQQQP PF TIe/e/elelziciaislololzi=aRelo O O 0! 154
Consensus  ppfsggggppfsqqqqgppft aqaq

6H11 QOOOQQPFTOOQOPPFSQOPPTSQOQQQOPPEFSQOQOPEFSO 1875
ISEVEEENNNN 0000000 E 70000 PPES00PPI 50000 PPFS0000HE SO RREY
Consensus  ggqqgqadpftaqgappfsqgppisgaqappfsqgagp fsq

6H11 217
FJ549930 234
Consensus qggipvihpsvlgglnpckvflgggcipvamgrclarsgm

6111 257
FJ549930 274
Consensus lggsichvmgggccgqglrgipegsrhesiraiiysiilqq

6H11 291
FJ549930 314
Consensus J9999999999gsiigygaqapgglggcvsapagalggal

6H11 337
FJ549930 354
Consensus gqgpgqgqglahgtflgphgiaglevmtsia rtlptmcsv

6111 358
FJ549930 375
Consensus nvplyetttsvplgvgigvgv

Note: The putative amino acid sequence of 6H11 was blasted with amino acid sequence of LMW-
GS GIuA3-13 (FJ549930) using DNAman software. The sequence similarity between the two
sequences is 91% (349/382).



