
SEQUENCE LISTING 

Hs 127799.0C7n9_at (SEQ ID N0:1) 
5 GGG AC C AAGGT GG AG AT C AAACGT AAGT GC ACTTT C CT A AT GCTTTTTCTT AT A AGG 

TTTT AAATTT GG AGCCTTTTT GT GTTT GAG AT ATT AGCT C AGGT C AATT C C AAAG AG 
T ACC AG ATT CTTT C AAAAAGT C AG AT G AGT AAGGG AT AG AAAAGT AGTT CAT CTT A 
AGGAACAGCCAAGCGCTAGCCAGTTAAGTGAGGCATCTCAATTGCAAGATTTTCTC 
T GC ATCGGT C AGGTT AGT GAT ATT AAC AGCG A AAAG AG ATTTTT GTTT AGGGG AAA 

10 GT AATT AAGTTAAC ACT GT GGATC ACCTTCGGCC AAGGGAC ACGACTGGAGATT AA 
ACGTAAGTAATTTTTCACTATTGTCTTCTGAAATTTGGGTCTGATGGCCAGTATTGA 
CTTTT AG AGGCTT A AAT AGG AGTTTGGT AAAG ATT GGT AAAT G AGGGC ATTT AAG A 
TTT GCC AT GGGTTGC AAAAGTT AAACT C AGCTT C AAAAAT GG ATTT GG AG AAAAAA 
AG ATT A AATT GCTCT AAACT G AAT G AC AC AAAGT 

15 
BRMX.5143C1 n2_at (SEQ ID N0:2) 
TTT ATT GGT CTT C AG ATGT GGCT GC AAAC ACTT GAGACT GAACTAAGCTT AAAAC AC 
GGTACTTAGCAATCGGGTTGCCAGCAAAGCACTGGATGCAAGCCTTGCCTTCCAGA 
AGCTT ACC AGTCGGGTT GCC AGC AAAGC AGT GGAT GC AAGACTT GCCCTCC AGGAG 

20 CTT ACC AT C AC AACG AAG AAG AC A AAT AAAT GC AT AAT AT AT AG AC G AC AT AAAT C 
CAT ACT GT AC AC ATTT AAG AAT AAAC AGTCC AGT AGT AAG AGGC AGT AC AT ATT C A 
AT CTGCT GAG AAAT GT AG AC AAT AACT ACT AT AAG AATCCT AAT GCT AC AG AAGT C 
ACT GGCTGCTGGGAAACCGGGGAAAACTT GGCT ATGGACGT GGGGGCTT GTGTCGG 
ACT CT G AAT AAAG AGC AG AAT G ATT GGC GT C CT ACT GAG AT AC AT AGT AA AGGGGG 

25 CGAGGGCAGGGAGGAAGTGGCAAGAATAACATTTGTGAAGATGTCCAGGTGAGAA 
ATAGAGGTTTTAATGCTCAAGATGTTTCCTTTTCCCTTTTAAATCTGACCTGTGATTT 
CC AGC ATTGCT ATTTCG AAT AT C ACTG ATT GTTTTT A A 

BRSA. 1606Cln4_at (SEQ ID NO:3) 
30 T GT GGC AC AT AT AC ACC ATGG AAT ACT AT GC AGCC AT AAAAA AG AAT GGG AT CAT G 

TCCTGTGCAGCAACGTGGATGGAGCTGGAAGCCATTATCCTAAATGAACTCACTCA 
GAAAC AG AAAAC C AAAT ACC AC AT GTT CT C ACTT AT AAGT AG AAGCT AAAC ATT G A 
GTACACATGGATACAAAGAAGGGAACCGCAGACACTGGGGCCTACCTGAGGTCGG 
AGC AT GG A AGG AGGGT G AGG AT C AAA AAACT ACCT AT CT GGT ACT AT GCTTTTT AT 

35 CT GGAT GAT G AAAT A ATCTGT AC AAC AAACC CT GGT G AC AT GC AATTT ACCT AT AT A 
GCAAGCCTACACATGTGCCCCTGAACCTAAAAAAAAAGTTAAAAGAAAAACGTTTG 
GATTATTTTCCCTCTTTCGAACAAAGACATTGGTTTGCCCAAGGACTACAAATAAAC 
C AACGGG AAA AAAG AAAGGTTCC AGTTTT GTCTG AA AATT CT G ATT AAGC CTCTGG 
GCCCTACAGCCTGGAGAACCTGGAGAATCCTACACCCACAGAACCCGGCTTTGTCC 

40 CCAAAGAATAAAAACACCTCTCTAAAAAAAAAAAAAAAA 

BRIH. 1231 C2n2_at (SEQ ID NO:4) 
TCCTTATGGGGCCCGGTATGTGGGCTCCATGGTGGCTGATGTTCATCGCACTCTGGT 
CTACGGAGGGATATTTCTGTACCCCGCTAACAAGAAGAGCCCCAATGGAAAGCTGA 

45 GACTGCTGTACGAATGCAACCCCATGGCCTACGTCATGGAGAAGGCTGGGGGAATG 
GCCACCACTGGGAAGGAGGCCGTGTTAGACGTCATTCCCACAGACATTCACCAGAG 
GGCGCCGGTGATCTTGGGATCCCCCGACGACGTGCTCGAGTTCCTGAAGGTGTATG 
AGAAGCACTCTGCCCAGTGAGCACCTGCCCTGCCTGCATCCGGAGAATTGCCTCTAC 
CTGGACCTTTTGTCTCACACAGCAGTACCCTGACCTGCTGTGCACCTTACATTCCTA 

50 GAG AGC AG AAAT AAAAAGC AT G ACT ATTT C C AC CAT C AAAT GCT GT AG AATGCTT G 
GCACTCCCTAACCAAATGCTGTCTCCATAATGCCACTGGTGTTAAGATATATTTTGA 
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GT GGAT GG AGG AG AAAT AAACTT ATTCCTC CTT AAAAA AAAAAAAAA AAAAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

BRAD.30779_s_at (SEQ ID N0:5) 
5 CGGGCGTGGTAGCGGGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGA 

ATGGCGTGAACCCGGGAGGCGGAGCTTGCAGTGAGCCGAGATCGCGCCACTGCACT 
CCAGCCTGGGCGACAGAGCGAGACTCCGTCTCAAAAAAAAAAAAAAAAAAAAAAA 
TACAAAAATTAGCCGGGCGTGGTGGCCCACGCCTGTAATCCCAGCTACTCGGGAGG 
CTAAGGCAGGAAAATTGTTTGAACCCAGGAGGTGGAGGCTGCAGTGAGCTGAGATT 

10 GTGCCACTTCACTCCAGCCTGGGTGACAAAGTGAGACTCCGTCACAACAACAACAA 
CAAAAAGCTTCCCCAACTAAAGCCTAGAAGAGCTTCTGAGGCGCTGCTTTGTCAAA 
AGGAAGTCTCTAGGTTCTGAGCTCTGGCTTTGCCTTGGCTTTGCCAGGGCTCTGTGA 
CCAGGAAGGAAGTCAGCATGCCTCTAGAGGCAAGGAGGGGAGGAACACTGCACTC 
TTAAGCTTCCGCCGTCTCAACCCCTCACAGGAGCTTACTGGCAAACATGAAAAATC 

15 GGCTT ACC ATT AAAGTT CT C A AT GC AACC AT AAAA AAAAAA 

BRSA.396Cln2_at (SEQ ID N0:6) 
T AC AG AT ACT C AG A AGCC A AT AAC AT G AC AGG AGCTGGG ACT GGTTT G AAC AC AGG 
GTGTGCAGATGGGGAGGGGGTACTGGCCTTGGGCCTCCTATGATGCAGACATGGTG 

20 AATTT AATT C A AGG AGG AGG AG AAT GTTTT AGGC AGGT GGTT AT AT GT GGG AAG AT 
AATTTT ATT CAT GGAT C C AAAT GTTT GTT G AGTCCTTT CTTT GT GCT AAGGTTCTT GC 
GGTGAACCAGAATTATAACAGTGAGCTCATCTGACTGTTTTAGGATGTACAGCCTA 
GT GTT AAC ATT CTT GGT ATCTTTTT GTGC CTT AT CT AAAAC ATTT CTCG AT C ACTGGT 
TT C AG AT GTT C ATTT ATT AT ATT CTTTT C AAAG ATT C AG AG ATT GGCTTTT GT CAT C C 

25 ACTATTGTATGTTTTGTTTCATTGACCTCTAGTGATACCTTGATCTTTCCCACTTTCTG 
TTTTC GG ATT GG AG AAG AT GT ACCTTTTTT GT C AACTCTT ACTTTT AT C AG AT GAT C A 
ACT C AC GT ATTT GGAT CTTT ATTT GTTTT CT C AAAT AAAT ATTT AAGGTT AT AC ATTT 
AAAAAAAAAAAAAAAAAAAAAAAAAAA 

30 BRMX.2948C3n7_at (SEQ ID NO:7) 
T GAG AAGT AGTT ACT GT GC AC AT GT GT AG ATTTGC AGTTCTGT GGCTCCT GAT GGAT 
CT GAG AAG AT GG AC GTGG AGG AT G AAAAT CT GTCTG ATT ATTTT G AACT GAT GTTT G 
TT GCT AT GG AG AT GCT GCCT AT AT GTT GAT GTT GC AG AC GTT AAGT C ACT AGC CC AC 
AGCCTTGTATTCCATACTCAGAGACCCTGCTACTTACTTGACATCTCAACTTGAAAG 

35 TCC AATT AAT AT GC ACTT C AAACTTT AAT AGGCTT C AAAC AG AATTT CTTT C ATT AT C 
T CTGC AAAAC AGCTTCTCTC AT CAT CTT G AAATT AGT G AAT GGC ATTTT ACT GTTTT A 
GTT GG AGT C ATTTCTGT GGTTTT CTTT C AC ATCCT AC AT AAC A AT C CAT C AGT AAGTT 
CTATGAGCTCTTCTTTGAAAACAAACAGAATCCAACTGTTTCATTCCCACTTCTGCT 
CTGGTCAAGCCACTGCCAACACTCACCTTTATTATTGTAGCACCCTCATTGCCTAGT 

40 TCT GTCC C AC AG ATTT C C AAT AAAAGGT G AAT AAAAT C AGGT C ACT CTTCTGCT AAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAA 

Hs539969.0C4n3_at (SEQ ID NO:8) 
NNNNNTTTGCTACAGCCAGGGTTAGCTCAGCAGGTGAAAACCCCGAGGGTGGGTGA 

45 AACCCCTCTGGGGCTCAGACATGCAAACCTTGGGCATCTCTCTGTCCCAGCTGGCCC 
CGCCAGCCGGTAGGAAGTTTCCCCTGAGTTCTCAGTTTTTTCTTCTGAAAAATGAGG 
GGTTGTATGCAAGGTTCTCCTCCTGGCCTGTGGTCCCCAGAGAAGGGCAGGAAGGA 
ACCTT AGAT AATT CT CAT AT GC ATTT AAC AG ACGAGGAAACT GAGACCC AGAGCCG 
T C AC AT C AAT AC CT C ATTT G ATCTT CAT AAG AGC ACCT GG AGG AGGGGGGT GGGGT 

50 GTTT GT GTTT GTTT AAANNNNNNNNN GT G AAAAAAAT G AAG AT AGGC ATTTT GT AG 
ACAATCTGGAAGTTCTGGACCGGAATCCATGATGTAGTCAGGGAAGAAATGACCCG 
TGTCCAGTAACCCCAGGCCTCGAGTGTGTGGTGTATTTTTCTACATAATTGTAATCA 
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TTCT AT AC AT AC AAATT CAT GTCTT G ACC AT CAT ATT AAT ATTT GGT AAGTTTCTCTC 
TCTTT AG AG ACTCC AC AAT AAAGTTTT C AAC AT GG 

Hs396783.3Cln4_at (SEQ ID N0:9) 
5 TNTTNTNTTTTTTTTTTTTTTTTTTTTTTTTN CAT AGTT GTT AT CTT AAGGT G ATTTCC A 

ATTTTTTTTTCCATTTACATTTTTCCACAAGCATTGTCCACTTTATTCTGTAACCTTTT 
CAACTACCATTTTGAAATTTGCTTTTATCCATGTGGTTGTTTGTGATGAACTACAGGT 
TGCTGACTTTCTTCCCCTTCTGTNNNNNNNNNNNNNNNNNNNNNNNGTNNTNNNNC 
TCAAGAGGATCTCATCAGTGGAATCATTAGATCAAAGGATATGACTGTTGCTCAGC 

10 TCTCTGTGTGTATGTAAATTAATAGGCTGTTTATTTGAGCAGTTGTAGGCTTACAAA 

AATATTGAGTCAAAAGTATAGAATTCCCATATATTCTCCTCTTCTCCC 

BRMX.13670Cln2_at (SEQ ID NO: 10) 
J^TCTTCCCJ^CCTCGJ^TGGGGGGTTGCTGJ^TJA^GJ^CCTTCJ^GGCCTCCTTJ^TTJ^CCJ^T 

15 AGGAACTGCATGAGTGAGTTCATGGGACTCATCCGAGGTCACTATGAGGCAAAGCA 

AGGTGGGTTCCTGCCAGGGGGAGGGAGTCTACACAGCACAATGACCCCCCATGGAC 
CT GAT GCT GACT GCTTT GJ^GJA^GGCC AGC JA^GGT C AAGCTGGC ACCTGAG AGGATT 
GCCGATGGCACCATGGCATTTATGTTTGAATCATCTTTAAGTCTGGCGGTCACAAAG 
T GGGG ACT C JA^GGCCTCC AGGT GTTT GG AT G AG A ACT ACC AC JA^GT GCT GGG AGC C 

20 ACTCAAGAGCCACTTCACTCCCAACTCCAGGAACCCAGCAGAACCTAATTGAGACT 
GGAACATTGCTACCATAATTAAGAGTAGATTTGTGAAGATTCTTCTTCAGAATCTCA 

TGCTTTCTGGTAGTATTGGAGGAGGGGGTTGGTTAAAATGAAAATTCACTTTTCATA 

GTCAAGTAACTCAGAACTTTTATGGAAACGCATTTGCAAAGTTCTATGGCTGTCACC 
TTAATTACTCAATAAACTTGCTGGTGTTCTGTGGA 

25 
BRAD.30243_at (SEQ ID NO: 11) 
GGGAGCTAAGTATCCAGCCTCTCCCAAACCTCTTTGAACAAAGCTTCTGTCCCTCCC 
ACACCTCTCACCTCACAGGCACATCAGGCTGCAGAATGCGCTTTAGAAAGCATTGTT 
T^GTC^GGC^CMJTGGCTC^CGCCTGTJA^TCCCMJCJ^CTTTGGGMJGCCGMJGT 

30 GGGTGGATCACAAGGTTGGGAGATTGAGACCATCCTGGCTAACACAGTGAAACCCT 
GTCTCTACTAAAAAAATACAAAAAATTAGCTTGGCGTGGTGGTGGGCGCCTGTAGT 
CCCAGCAGCTTGGGAGGCTGAGGCTGGAGAATGGTGTGAACCCAGGAGGCGGAGC 
TTGCAGTGAGCCAAGATCGCGCCACTGCACTCCAGCCCGGGTGACAGAGCAAGACT 
CCGTCTCAAAAAAAAGAAAAGAAAAAAGAAAGCATTGTTTTAATTGAGAGGGGCA 

35 GGGCTGGAGAAGGAGCAAGTTGTGGGGAGCCAGGCTTCCCTCACGCAGCCTGTGGT 
GGATGTGGGAAGGAGATCAACTTCTCCTCACTCTGGGACAGACGATGTATGGAAAC 
TAAAAAGAACATGCGGCACCTTAAAAAAAAAAAAAAAAAA 

BRMX.941 C2n2_at (SEQ ID NO: 12) 
40 TTTATTGGTCTTCAGATGTGGCTGCAAACACTTGAGACTGAACTAAGCTTAAAACAC 

GGTACTTAGCAATCGGGTTGCCAGCAAAGCACTGGATGCAAGCCTTGCCTTCCAGA 

AGCTTACCAGTCGGGTTGCCAGCAAAGCAGTGGATGCAAGACTTGCCCTCCAGGAG 
CTTACCATCACAACGAAGAAGACAAATAAATGCATAATATATAGACGACATAAATC 
CATACTGTACACATTTAAGAATAAACAGTCCAGTAGTAAGAGGCAGTACATATTCA 

45 ATCTGCTGAGAAATGTAGACAATAACTACTATAAGAATCCTAATGCTACAGAAGTC 
ACTGGCTGCTGGGAAACCGGGGAAAACTTGGCTATGGACGTGGGGGCTTGTGTCGG 
ACTCTGAATAAAGAGCAGAATGATTGGCGTCCTACTGAGATACATAGTAAAGGGGG 
CGAGGGCAGGGAGGAAGTGGCAAGAATAACATTTGTGAAGATGTCCAGGTGAGAA 

ATAGAGGTTTTAATGCTCAAGATGTTTCCTTTTCCCTTTTAAATCTGACCTGTGATTT 
50 CCAGCATTGCTATTTCGAATATCACTGATTGTTTTTAA 

BRMX.4154Cln3_s_at (SEQ ID NO: 13) 
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ATCCCAAAGGCCCTTTTTAGGGCCGACCACTTGCTCATCTGAGGAGTTGGACACTTG 
ACT GCGT AAAGT GC AAC AGT AAC GAT GTT GG AAGGCTT AT G ATTTT ACTGT GT AT GT 
ATTT GGG AG AAG AAATT CT GT C AGCTCC C AAAGG AT AAACC AGC AGTT GCTTT ATT 
GGTCTTCAGATGTGGCTGCAAACACTTGAGACTGAACTAAGCTTAAAACACGGTAC 

5 TTAGCAATCGGGTTGCCAGCAAAGCACTGGATGCAAGCCTTGCCTTCCAGAAGCTT 
ACCAGTCGGGTTGCCAGCAAAGCAGTGGATGCAAGACTTGCCCTCCAGGAGCTTAC 
CAT C AC AACG A AG AAG AC AAAT AAAT GC AT AAT AT AT AG AC G AC AT AAAT C CAT AC 
T GT AC AC ATTT AAG AAT AAAC AGT C C AGT AGT AAG AGGC AGT AC AT ATT C AAT CTG 
CT GAG AAAT GT AG AC AAT AACT ACT AT AAG AATCCT AAT GCT AC AG AAGT C ACT GG 

10 CT GCT GGGAAACCGGGGAAAACTT GGCT ATGGACGT GGGGGCTT GTGTCGGACTCT 
G AAT AAAG AGC AG AAT G ATT GGC AAAAAAAA AAAAAAA 

BRAD.39498_at (SEQ ID NO: 14) 
CGTCTTCTAAATTTCCCCATCTTCTAAACCCAATCCAAATGGCGTCTGGAAGTCCAA 

15 T GT GGC AAGG AAAA AC AGGT CTT CAT C G AAT CT ACT A ATTCC AC ACCTTTT ATT G AC 
AC AG AAAAT GTT G AG AATCC C AAATTT G ATT G ATTT G AAG A AC AT GT G AG AGGTTT 
G ACT AG AT GAT GGAT GCC AAT ATT AA ATCTGCTGG AGTTT CAT GT AC AAG AT G AAG 
GAG AGGC AAC AT C C AAAAT AGTT AAG AC AT G ATTT C CTT G AAT GT GGCTT G AG AAA 
T AT GG AC ACTT AAT ACT AC CTT G AAAAT AAG A AT AG AAAT AAAGG ATGGG ATT GT G 

20 G AAT GG AG ATT C AGTTTT C ATTT GGTT C ATT AATTCT AT AAGC CAT AAAAC AGGT AA 
T AT AAA AAGCTT C CAT G ATT CT ATTT AT AT GT AC AT G AG AAGG AACTTCC AGGT GTT 
ACT GT AATTCCTC AACGT ATT GTTTCGAC AGC ACTAATTT AAT GCCG ATAT ACT CT A 
GAT G AAGTTTT AC ATT GTT G AGCT ATT GCT GTT CTCTT GGG AACT G AACT C ACTTTCC 
TCCT G AGGCTTT GG ATTT G AC ATT GC ATTT G AC 

25 
BRAD.34868_s_at (SEQ ID NO: 15) 
ACTCAAATGCTCAGACCAGCTCTTCCGAAAACCAGGCCTTATCTCCAAGACCAGAG 
AT AGTGGGG AG ACTT CTTGGCTT GGT G AGG AAAAGC GG AC AT C AGCT GGT C AAAC A 
AACTCTCTGAACCCCTCCCTCCATCGTTTTCTTCACTGTCCTCCAAGCCAGCGGGAA 

30 TGGCAGCTGCCACGCCGCCCTAAAAGCACACTCATCCCCTCACTTGCCGCGTCGCCC 
TCCCAGGCTCTCAACAGGGGAGAGTGTGGTGTTTCCTGCAGGCCAGGCCAGCTGCC 
TCCGCGTGATCAAAGCCACACTCTGGGCTCCAGAGTGGGGATGACATGCACTCAGC 
TCTT GGCTCC ACT GGG AT GGG AGG AG AGG AC AAGGG AAAT GT C AGGGGC GGGG AG 
GGTGACAGTGGCCGCCCAAGGCCCACGAGCTTGTTCTTTGTTCTTTGTCACAGGGAC 

35 TGAAAACCTCTCCTCATGTTCTGCTTTCGATTCGTTAAGAGAGCAACATTTTACCCA 
C AC AC AGATAAAGTTTTCCCTT GAGGAAAC AAC AGCTTT AAAAGAAAAAGAAAAA 
AAAAGT CTTT GGT AAAT GGC AAA AAAAAAAAA AAAAAA 

Hs505575.0Cln42_at (SEQ ID NO: 16) 
40 GGG ATTT GTT AAAAT GG AGGTCTTT GGT G AC CTT AAC AG AAAGGGTTTTT G AGG AG 

TAGTGGAGTGGGGAGGGGCAGCAGGAAGGGGAGATTGTACACACCCCAGGAGACA 
AGT CTTCT AGC AGTT CT GCC AG AAT GGGC AGG AG AG AAGT GCC AT AG AGCT GG AAG 
GCT AC ATT G AAT AG AG AAATTT CTTT AACTT GTTTTTT AAG AAGGGT GAT AAAAAGG 
CAT GTTCTG AT GGT GAT AGGG AT GTTTCC AT AACT GGAAAG AAATT GAT GT GC A AG 

45 AG AAAG AAT AT AATT GC AGG AGG ACTT G AAG A AGTT GG AG AG A AAAAGC CTTT AG 
GGACCCTGAACCAATGAATCTGAAATTCCCCAACTGCCAGATGTATCTTCATTTTTC 
ATTTTCCGGGAGATGTAATATGTCCTAAAAATCACAGTCGCTAGATTGAAATCAACC 
TTAAAAATCATCTAGTCCAATGTCTACTCCCAGTCCACTACTTGAATCCCCTGTGTC 
CCCTCCCAGTAGTCGTCTTGACAACCTCCACTGAAAGGCAATTTCTACACTCCATCC 

50 ACC CC ACC AC C AAC CC AT GGTT CAT GAT CTCTTC GG A 
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BREM.1442_at (SEQ ID N0:17) 
TT ACT AT AT C AAC AACTG AT AGG AG AAAC AAT AAACTC ATTTT C AAAGT G AATTT GT 
TAGAAATGGATGATAAAATATTGGTTGACTTCCGGCTTTCTAAGGGTGATGGATTGG 
AGTT C AAG AG AC ACTT C CT G AAG ATT AAAGGG AAGCT G ATT GAT ATT GT G AGC AGC 

5 CAGAAGGTTTGGCTTCCTGCCACATGATCGGACCATCGGCTCTGGGGAATCCTGATG 
GAGTTTCACTCTTGTCTCCCAGGCTGGAGTACAATGGCATGATCTCAGCTTACTGCA 
ACCTCCGTCTCCTGGGTTCAAGCGATTCTCCTGCCTCAGCCTTCCAAGTAGCTGGGA 
TT AC AGGT GC CC ACC AC C AC ACCT GGCT AGGTTTT GT ATTTTT AGT AG AG AT GGGGT 
TTTTTTCATGTTGGCCAGGCTGATCTGGAACTCCTGACCTCAAGTGArCCACCTGCC 

10 TTGGCCTCCC AAAGT GCT GGGATTTTAGGT GT GAGCC ACCTCGCCT GGC AAGGGATT 
CT GTT CTT AGT C CTT G AAAA AAT AA AGTT CT G AAT CTT C AA AAAAAAAAA AAAAAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

BRHP.827_s_at (SEQ ID NO: 18) 
15 GTGTATCATGAGCCAACCCTCAAAGGACCCGTATTACAGTGCCACGTTGGAAAACG 

CT AC AGG AAGC AT G AC CT ATCC AC AT CTTTCC AAG AT AG AC ACT AAC AT GT CAT GT C 
CC AAAC ATT AGC ACGTGGGGGTT GAGCT CT GT GC AGT AATCGAGATTGGGAGAATT 
TGGGCAGCGCGTGAGAAGTGCTAAGCTACTTGTTTTCTCACTTGAGCCCGGGTAGGC 
T GT GTT GGCCCTC ACTT GGG ATT CT C AGC AGTT AC AT G AAAGTT GT GCT GAT AAT CT 

20 CTTCTCTT GT AC C AATTTT AGT C AGGC AG AAAATGGT AAAC AT G AGGGT GCTCTT GT 
G ACTT AATTTTT GTT C AAGGG ACT AAATT GCTT AT GTTT ATTCC CT GT C AGCGG AGT 
GG AG A AT GT C ATT CAT C AAT A AACC A AAGCC AAT AGCTGG AG AATT GAG AT CT GGT 
T G AAAGT GGTTT AT GGTTT AC AT GCT GT ACT AT C CT G AGG AATT GC GAG AT ATT GCT 
G AGGGG AAAAAAAA AT G AC CTTTTCTT G AAAT GT AACTT G AAAAC AAAAT AAAAT G 

25 T GG AAC AT AAAAAA AAAAAAAAA AAAAAAAAA AA 

BRRS.18322_s_at (SEQ ID NO: 19) 
CC AGAGGC AGAAGGATTGGGACT AGGCC AAC AT AGAGATT GGCGAT GGTTGT GAG 
ATTCTAAGAGTGTGTGTGCATCTTGACAATATTAGAGGAGGCTGAGCCCAAGCAGG 

30 CACATTCTCTTCGACCCCTCCCTCATTCAGTCTGCTTTGGAGTCTACTGAACATCAAG 
CTTGCTATGAGCAGGATCTTAGAGCTGAGGAATTGGCCTCCCAATCCGAACAGGTG 
TT AT AAT C CTTTCTT AAT AGGTT GT GCT GT GG ACC C AAT GT G AGGGCT GTGCTGGT G 
TAAATGGTGACATATTGAGCTGGGGGGATGCTTTCGGGGTGGGGGGACTGGTTCCA 
TTCCATCAAAGGCCCTCTTGAGAGTCTATCCAGGGACCCATTGTTTTACTTTAACAG 

35 ACCAGAAAAGATGTTTGTTTTCCATGTCATTACCCCCAGGGGATACCGAATGTGTGG 
GT AG AAATTT CTCT GT AG ATT AAAAAT C AG ATTTTT AC AT GG ATT C AAC AAAGG AGC 
GT C ACTT GG ATTTTT GTTTT C ATCC AT G AAT GT AGCT GCTTCTGT GT AAAAT GC C ATT 
TT GCT ATT AAAAAT C AATT C AC GCT GG AAAAA A 

40 BRRS.18792_s_at (SEQ ID N0:20) 
GCACGTCTACGGGGCTGGACAGAGTGTGGTTAACCGGGGAACTGGGCAAGCCGGC 
GCCGAGCCTGCGTCAGCCGTGCAAGCCGCTCCTTCAGGAACTTCCGCTTGTCGCTGG 
TGTCGCTCCGCTCCTTCAGGAGCCAGCTGTAGGTGTCCTTGTCCTGCAGGAGCTGCA 
GC AT GGCCTTCT G AAGCTGCTGGC CGT ACGT CT GG AGC AT G AAG AACT GGAT GAT C 

45 AAAGGGATGTGGCTGGAGATGCGCTTGCTGGCCTCCTGGTGATAGGCCATCAGGTG 
CTGAAAGATCTCCTCCATGGAAGAGTCTGTTGCCGAGCTGGACTGGAAAGCCCCAA 
AATCCCAGGATTTCTTCTTCTTTTCTTCTTCCAGCTCCTTCTCTCTGACCTTCTGCAAT 
GCACCCCTGTATACCTGGTCCTGGCAGTAGACAATCTGTTCCATCTGGAAGTGGAGG 
CGGATCAGCTTCTCACCTTCTCTCTCTTGTTCTGCTCTAATGTCTTCAATTTTGGACTT 

50 GGC GGTT CT GT GG AGGTT AAAAA ACT CTT C AA AATTTTTT ATCGCC AACTTTTTT GT 
AC AAAGTT GGC CTT AT AAAG AAAGC ATT GCT 
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Hs632609.0Cln37_at (SEQ ID N0:21) 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NCC AAAT G AGT GAT GC ATT G AC CGTTCGT AATTCTT GGAT GC AAAAGT AG AACT C A 

5 AGCT ACTT AAT AAC AAT CAT GGTGGC AT GGGC AC C AGC AAGT C AGGGT GG AC AAC A 
GCC AT AGTT CT GG AGC AT GGTCCT C AAG ACT ACCTTTT GT AT GC AG AGT ATT AAC AC 
TTT AACT CTT AG ATCCTT GG AAC AT AAGG AAG AG AGGCTGG AAC AAAA AGGGGTT G 
GC ATTT GG AGGT GG AG AGGT AGT GT AAGGC AC AACTGTTT AT C AACTGGT AT CT A A 
GTATTTCAGGCCAGACACGTGGCTCACACCTCTAATCCCAGCACTTTGGGAGCTGAG 

10 CC AGG AGG ATT GCTT G AGT CT AGG AGTT C AAG AC CGGT CT GGGC AAC ATGGT G AAA 
CC CT GTCTCT AC A AAAAAAT AC AAA AATT AGCC AGGT GT GGT GGGGC ACGC CT AT G 
GTCCC AGCT ACT GGGGAGGCTG AGATGGGAGGATCC ACCT GAGC 

Hs449575.0Cln22_at (SEQ ID NO:22) 
15 TTTTTTTT AATT AACTT G ACTTT ATT GAT AGTT AC AGC AC AATTT ATT AATT A ACTT G 

ACTTT ATT GAT AGTT AC AGC AC AAT CT GTCC AAAAC C ACC AG AAT AT AC ATT CTTTT 
C AAG AGCT C AAAT GG AAC ATTT ACC AC AAAAG AC CAT ATT CTGGGCTT C AAAAT AA 
GCCT AA AT AAAT AC AAAAGC ATTT AGG ACCT AT G AAT C AG AAG ACTG AAT AT GC AC 
ATATACAAAATGAGAATCATTCTCTCACATACAAAACTTATATAGGTAGTAAAGAT 

20 AC AGTT G ATT AGGT AG ATTT G AAT GTT G AAT C ACTG AC ATTT C CT G AAGGT AG AGCT 
AC AAATT ACTTTTTT AAAACC ACT AACCC ACCCCC ACCTT ACCT C ACTT ACT CTTTTT 
GGCCTTACCACCTACTTTAGTCATACCCTATACATGTTACTCAGACCAAATGGCTCT 
CAT AAAC AATCTC AGT AT AT GT 

25 BRAD. 18827_s_at (SEQ ID NO:23) 
TT AAG A AGGT AT GG AAAG AGTCTGGG AGT G ACT AAACT AT C C AAT GT C ATT G AAAT 
AAAGC AAT G AAG AAT AAG AGT AATTTTT GTT GCTTT ATT AAATTTTTT CT C AC AG AA 
TTCTTTATAAAAACACCATGTCCCTAAAATGTCATTCAACATATATGCACACCTTCG 
AT GT AT AGG AC ACT GAT C AAAAAAG AC AG AG A AAT GT GTCCCTGGT GTTTT GTTTTT 

30 GNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN GGG ACT AC AGGC AC AT AC 
CACCACACCTGGCTTCATGTTCCCGGTATTAGTACAATGCCAAAATATTTAAAATTC 
TT AAAGGTT AACT C AAAT AT CTT AAGTTTT ACTT C ACTT AC A ATTT C AAT AAT GCTG 
AAATTTT G ATT G AAT ATT GT GTTT GT AGT GCT ACCT CTTTTTCGTT CAT A AG AAC AAA 

35 AGC CT AT C ATT CTCTT AGTTT CT AAAAAAT AT AT GTT CAT AT GGTTT AG AT AC AT AT A 
T AAAT ATNT AC AC AAAAC AAT GTTTTTT G AGTT GT A 

BREM.2466_s_at (SEQ ID NO:24) 
GCCCGTGCCGCCCCAGCCGCTGCCGCCTGCACCGGACCCGGAGCCGCCATGCCCAA 

40 GTGTCCCAAGTGCAACAAGGAGGTGTACTTCGCCGAGAGGGTGACCTCTCTGGGCA 
AGGACTGGC ATCGGCCCT GCCT GAAGT GCG AGAAAT GTGGGAAGACGCTG ACCT CT 
GGGGGCCACGCTGAGCACGAAGGCAAACCCTACTGCAACCACCCCTGCTACGCAGC 
CATGTTTGGGCCTAAAGGCTTTGGGCGGGGCGGAGCCGAGAGCCACACTTTCAAGT 
AAACCAGGTGGTGGAGACCCCATCCTTGGCTGCTTGCAGGGCCACTGTCCAGGCAA 

45 ATGCCAGGCCTTGTCCCCAGATGCCCAGGGCTCCCTTGTTGCCCCTAATGCTCTCAG 
TAAACCTGAACACTTGGAAAAAAAAAAAAAAAAAAA 

BRAD.2605_at (SEQ ID NO:25) 
CAACCAGGAAGAACCGTACCAGAACCACTCCGGCCGATTCGTCTGCACTGTACCCG 

50 GCTACTACTACTTCACCTTCCAGGTGCTGTCCCAGTGGGAAATCTGCCTGTCCATCG 
TCTCCTCCTCAAGGGGCCAGGTCCGACGCTCCCTGGGCTTCTGTGACACCACCAACA 
AGGGGCTCTTCC AGGTGGTGT C AGGGGGC AT GGT GCTTC AGCT GC AGC AGGGT GAC 
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CAGGTCTGGGTTGAAAAAGACCCCAAAAAGGGTCACATTTACCAGGGCTCTGAGGC 
CGACAGCGTCTTCAGCGGCTTCCTCATCTTCCCATCTGCCTGAGCCAGGGAAGGACC 
CCCTCCCCCACCCACCTCTCTGGCTTCCATGCTCCGCCTGTAAAATGGGGGCGCTAT 
T GCTTC AGCT GCT GAAGGGAGGGGGCT GGCT CT GAGAGCCCC AGGACT GGCT GCCC 

5 CGT GAC AC AT GCT CT AAGAAGCTCGTTTCTT AGACCTCTTCCT GGAAT AAAC ATCT G 
T GTCTGT GTCTGCTG AAC AT G AGCTT C AGTT GCT ACTCGG AGC ATT G AG AGGG AGGC 
CT AAG AAT AAT AAC AATCC AGTGCTT AAG AGT C A 

BRAD.33618_at (SEQ ID NO:26) 
10 GGGTCGACCCTTGCCACTACACTTCTTAAGGCGAGCATCAAAAGCCGGGGAGGTTG 

AT GTT GAAC AGC AC ACTTT AGCC AAGT ATTT GAT GG AGCTG ACTCTC AT C G ACT AT G 
ATATGGTGCATTATCATCCTTCTAAGGTAGCAGCAGCTGCTTCCTGCTTGTCTCAGA 
AGGTTCT AGG AC AAGG A AAATGG AACTT AA AGC AGC AGT ATT AC AC AGG AT AC AC 
AG AG A AT G AAGT ATT GG AAGT C ATGC AGC AC AT GGCC A AG AAT GT GGT G AAAGT A 

15 AAT G AAAACTT AACT AAATT CAT C GCC AT C AAG AAT AAGT AT GCAAGC AGC AAACT 
CCTGAAGATCAGCATGATCCCTCAGCTGAACTCAAAAGCCGTCAAAGACCTTGCCT 
CCCCACTGATAGGAAGGTCCTAGGCTGCCGTGGGCCCTGGGGATGTGTGCTTCATTG 
TGCCCTTTTTCTTATTGGTTTAGAACTCTTGATTTTGTACATAGTCCTCTGGTCTATCT 
CAT G AAAC CTCTTCT C AG ACC AGTTTT CT AAAC AT AT ATT G AGG AAAA AT AAAGCG 

20 ATT GGTTTTT CTT AAGGT A AAAAAAAAA AAAAAAAA 

BRAD.36579_s_at (SEQ ID NO:27) 
CAGAAAGGCCCGCCCCTCCCCAGACCTCGAGTTCAGCCAAAACCTCCCCATGGGGC 
AGC AGAAAACTC ATT GTCCCCTTCCT CT AATTAAAAAAGAT AGAAACT GT CTTTTT C 

25 AATAAAAAGCACTGTGGATTTCTGCCCTCCTGATGTGCATATCCGTACTTCCATGAG 
GTGTTTTCTGTGTGCAGAACATTGTCACCTCCTGAGGCTGTGGGCCACAGCCACCTC 
TGCATCTTCGAACTCAGCCATGTGGTCAACATCTGGAGTTTTTGGTCTCCTCAGAGA 
GCTCC AT C AC AC C AGT AAGG AG AAGC AAT AT AAGT GT G ATT GC AAG AAT GGT AG AG 
G AC CG AGC AC AG AAAT CTT AG AG ATTT CTT GTCCC CT CT C AGGT CAT GT GT AG AT GC 

30 GAT AAAT C AAGT G ATT GGT GT GCCT GGGT CT C ACT AC AAGC AGC CT AT CTGCTT AAG 
AGACTCTGGAGTTTCTTATGTGCCCTGGTGGACACTTGCCCACCATCCTGTGAGTAA 
AAGT G AAAT AAAAGCTTT G ACT AG AAAAAAAA AAAAAAAAAA AAAAAAAAA AAA 
AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 

35 BRADl_5440961_s_at (SEQ ID NO:28) 
TCAGCACTGAGTGTTCAAAGACAGTAGGACGTCGGTTGCTGACCTGCCTCTTAGAA 
GCT AGTTT AACT C AGC GGGT AAGG AT CT AGG ACTT CT AC ATT AGTT AC C ACTGT AAT 
GAT AAC AC C AC C AG AAAAGTCTGT AGTTT AAT ATTTCC C AC CTT AT GCCT GTTT CTT 
C ATT C ACGC AAAG AAA AT AAAAAT AT AAT ACCT AAGC CTCTTT GT ATT AC AT AAAG 

40 C AAAAT GC AAAGC ACT GT AT CTTC C AAAT ACTT C CTCTT GAT AT GGT GG AATT AT AG 
AGT AGT AT C ATTT GT AACNT G AAAT GT CTTCT AGGGTTGCT AT GC G AAAGC A AG ACT 
GT GGTTT C ATTCC AATTTCCT GT AT ATCGG AAT CAT C AC CAT CT GT GT AT GT GT G ATT 
GAGGTGTTGGGGATGTCCTTTGCACTGACCCTGAACTGCCAGATTGACAAAACCAG 
CCAGACCATAGGGCTATGATCTGCAGTAGTCCTGTGGTGAAGAGACTTGTTTCATCT 

45 CCGGGAAATGCAAAACCATTTATAGGCATGAAGCCCTACATGATCACTTGCAGGGT 
GANCCTCCTCCCATCCTTTTCCCTTTTAGGGTC 

BRADl_66786229_s_at (SEQ ID NO:29) 
GCCTGGGACGCTGCTGCTGTTCAGGAAACGATGGCAGAACGAGAAGCTCGGGTTGG 

50 AT GCCGGGGAT GAATAT GAAGATGAAAACCTTT AT GAAGGCCTGAACCT GGACGAC 
TGCTCCATGTATGAGGACATCTCCCGGGGCCTCCAGGGCACCTACCAGGATGTGGG 
CAGCCTCAACATAGGAGATGTCCAGCTGGAGAAGCCGTGACACCCCTACTCCTGCC 
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AGGCTGCCCCCGCCTGCTGTGCACCCAGCTCCAGTGTCTCAGCTCACTTCCCTGGGA 
CATTCTCCTTTCAGCCCTTCTGGGGGCTTCCTTAGTCATATTCCCCCAGTGGGGGGTG 
GGAGGGTAACCTCACTCTTCTCCAGGCCAGGCCTCCTTGGACTCCCCTGGGGGTGTC 
CCACTCTTCTTCCCTCTAAACTGCCCCACCTCCTAACCTAATCCCCCCGCCCCGCTGC 

5 CTTTCCCAGGCTCCCCTCACCCCAGCGGGTAATGAGCCCTTAATCGCTGCCTCTAGG 
GGAGCTGATTGTAGCAGCCTCGTTAGTGTCACCCCCTCCTCCCTGATCTGTCAGGGC 
C ACTT AGT GAT AAT AAATT CTTCC C AACTGC A 

BREM.2104_at (SEQ ID N0:30) 
10 GGATTCAGCCAGTGCGGATTTTCCATATAATCCAGGACAAGGCCAAGCTATAAGAA 

AT GG AGT C AAC AG AAACTCGGCT AT C ATT GG AGGCGT C ATT GCT GT GGT G ATTTT C A 
CCATCCTGTGCACCCTGGTCTTCCTGATCCGGTACATGTTCCGCCACAAGGGCACCT 
ACCATACCAACGAAGCAAAGGGGGCGGAGTCGGCAGAGAGCGCGGACGCCGCCAT 
CATGAACAACGACCCCAACTTCACAGAGACCATTGATGAAAGCAAAAAGGAATGG 

15 CT C ATTT G AGGGGT GGCT ACTT GGCT AT GGG AT AGGG AGG AGGG AATT ACT AGGG A 
GGAGAGAAAGGGAC AAAAGC ACCCTGCTT CAT ACT CTTGAGC AC ATCCTT AAAAT A 
T C AGC AC AAGTT GGGGG AGGC AGGC AAT GG AAT AT AAT GG AAT ATTCTT GAG ACTG 
AT C AC AAAAAAAAAAAACCTTTTTAAT ATTT CTTT ATAGCTGAGTTTTCCCTT CT GTA 
T C AAAAC AAAAT AAT AC AAAAAAT GCTTTT AG AGTTT AAGC AAT GGTT G AAATTT G 

20 T AGGT AAT AT CT GTCTT ATTTT GT GT GT GTTT AG AGGT 

BRAGAK097020. l_at (SEQ ID NO:31) 
AT GT C C AAAAAG AT AC AG AAG AACTAAAG AGCT GT GGT AT AC A AG AC AT ATTT GTT 
TTCT GC ACC AGAGGGGAACTGT C AAAAT AT AGAGTCCC AAACCTT CT GGAT CTCTAC 

25 CAGCAATGTGGAATTATCACCCATCATCATCCAATCGCAGATGGAGGGACTCCTGA 
CAT AGC C AGCT GCT GT G AAAT AAT GG AAG AGCTT AC AAC CTGCCTT AA AAATT ACC 
G AAAA ACCTT AAT AC ACT GCT AT GG AGG ACTT GGG AG AT CTT GT CTT GT AGCT GCTT 
GTCTCCTACTATACCTGTCTGACACAATATCACCAGAGCAAGCCATAGACAGCCTGC 
GAG AC CT AAG AGG ATCC GGGGC A AT AC AG ACC AT C AAGC AAT AC AATT ATCTT CAT 

30 GAGTTTCGGG AC AAATT AGCT GC AC AT CT AT CAT C AAG AG ATT C AC AAT C AAG AT C 
T GT AT C AAG AT AAAGG AATT C AA AT AGC AT AT AT AT G ACC AT GT CT G AAAT GT C AG 
TTCTCT AGC AT AATTT GT ATT G AAAT G AAACC ACC AGT GTT AT C AACTT G AAT GT AA 
AT GT AC AT GT GC AG AT ATTCCT AAAGTTTT ATT G AC 

35 BRAD.20415_at (SEQ ID NO:32) 
GGTTTCCTTCCC AGGAC AGCT GC AGGGT AGAGAT C ATTTT AAGTGCTT GT GGAGTTG 
ACATCCCTATTGACTCTTTCCCAGCTGATATCAGAGACTTAGACCCAGCACTCCTTG 
GATTAGCTCTGCAGAGTGTCTTGGTTGAGAGAATAACCTCATAGTACCAACATGAC 
AT GT G ACTT GG AAAG AG ACT AG AGGC C AC ACTT GAT AAAT CAT GGGGC AC AG AT AT 

40 GTTCCCACCCAACAAATGTGATAAGTGATTGTGCAGCCAGAGCCAGCCTTCCTTCAA 
T CAAGGTTTCC AGGC AG AGC AAAT ACC CT AG AG ATTCTCT GT GAT AT AGG AA ATTT 
GGAT C AAGGAAGCT AAAAGAATT AC AGGG ATGTTTTTAATCCC ACT ATGGACT C AG 
TCTCCTGGAAATAGGTCTGTCCACTCCTGGTCATTGGTGGATGTTAAACCCATATTC 
CTTTCAACTGCTGCCTGCTAGGGAAAACTGCTCCTCATTATCATCACTATTATTGCTC 

45 ACC ACT GT ATCC CCT CT ACTTGGC AAGT GGTT GT C AAGTT CT AGTT GTT C AAT AAAT 
GT GTT AAT AATGCTT AAAAAAAAAAAAAAAAAA 

BRAD.29668_at (SEQ ID NO:33) 
ATT C C AGG AAGC AT GGG ATTTT ATTTT GCTT G ATTTT GGGC AC AT G AAAT AAT AGCT 

50 CT AGG AAA AT GC GC AT CTT AAT G ACT CTTT GT AAAG AG AGGC ATTT CTT AC AACT GT 
GAT GTTTGCTT AC AT AAAAGTT ACCTC AT AAGTT AATT CT AACTTTT ATT CTT G AATT 
TT ATTT C ATTT C AAT AGCTT GTTT C ATTT GC ACGC CTTT GT ATTTT G ATT G ACCTGT A 
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G AAT GGAT GTT AGG AAACT C AAAATT G A AC AC AGT G AAAC AAAT GGT ATTT G A AG A 
AAT GT AAT AT CTTTT AT ATT CT ATTT AT GAT ATCC AT AAT C AAAT GAG ATT ATTTT AC 
C AC AT AAAT GTTTT AAAT AT C AG ATTTTT AGTTT GC AGTTTT AGG AA AAT GCTTT AG 
AT AG AAAAGGTT CTT AT GC ATT G AATTT GG AGT ACT AC C AAC AAT G A AT G AATTT AT 

5 TTTTT AT ATT CTT AC AC ATTTT ATT GGT C ATT GT C AC AG AT AGT AAAT ACT AAAAATT 
T C AGGT C AGTTT GTTTT G AAACT G AAATT GG AAAT AAAT CT GG AAAT GTTTT GTT GC 
ACT AAAAT AAT AAAAT G AATT GT ACT G 

BRAD.30228_at (SEQ ID NO:34) 
10 TAGGCCAGCCCTGTCACCACCTCCACTGCCATGACCAGGCCGAAGGCAGGGAACGC 

CCTCCCCAGTCCCGCTGTCCAGCAAGGCCCCGAGACTTTTCTTCTGTGATTTCCAAA 
AGCAAGGCAGCCGTGCTGTTCTAGTTCCTCTCCATCCGCCACCTCCCCTCCCGCTGC 
CCCAGAAGTTTCTATCATTCCATGGAGAAAGCTGTGTTCCAATGAATCCTACCTCTT 
GCCCAGTCCCAGGCAGAGTAAGCAGGGCCCACCTAGGGACCAAGAAAGAGTAGGA 

15 AGAAGGGGACGAGCCGGGAGCAAAACCACCTCAGACACCCGGGCCTTCTCAGCCTT 
CTCCCCGCGGCCAGCTGGGTCTCCGGGGACCCTGGGCCCTGGGCCGCCCATTCCTGG 
CCCTCCCGCTGCATCTCAGACCTGACACCCAACGGGGGGATGTGGTGGCCTGTGCC 
CACCTTCTCTCCCTCCTCCCGACCCGCCCCCTCGCCCCCACCCCTGTGTGTTTCGCCA 
GTTAAGCACCTGTGACTCCAGTACCTACTACTGGTTTTGGGTTGGTTGTTCTGTCTTT 

20 TTTTT AATT AAAT AAAAAC ATTTTT AAAAT GTT 

BRAD.34830_at (SEQ ID NO:35) 
TGCTCAGACCAGCTCTTCCGAAAACCAGGCCTTATCTCCAAGACCAGAGATAGTGG 
GG AG ACTT CTTGGCTT GGT G AGG AAA AGCGG AC AT C AGCT GGT C AAAC AAACT CTC 

25 TGAACCCCTCCCTCCATCGTTTTCTTCACTGTCCTCCAAGCCAGCGGGAATGGCAGC 
TGCCACGCCGCCCTAAAAGCACACTCATCCCCTCACTTGCCGCGTCGCCCTCCCAGG 
CTCTCAACAGGGGAGAGTGTGGTGTTTCCTGCAGGCCAGGCCAGCTGCCTCCGCGT 
GAT C AAAGCC AC ACT CT GGGCTCC AGAGTGGGGAT GAC AT GC ACTC AGCT CTT GGC 
TCCACTGGGATGGGAGGAGAGGACAAGGGAAATGTCAGGGGCGGGGAGGGTGACA 

30 GTGGCCGCCCAAGGCCCACGAGCTTGTTCTTTGTTCTTTGTCACAGGGACTGAAAAC 
CTCTCCTCATGTTCTGCTTTCGATTCGTTAAGAGAGCAACATTTTACCCACACACAG 
AT AAAGTTTT C CCTT G AGG AAAC A AC AGCTTT AAA AG AAAAAG A AAAAAAAAGT CT 
TT GGT AAAT GGC AAA AAAAAAAAA AAAAAAAAA AAAA 

35 BRAD.3701 l_s_at (SEQ ID NO:36) 
TCCCCAGACACCGCCACATGGCTTCCTCCTGCGTGCATGTGCGCACACACACACACA 
C AC GC AC AC AC AC AC AC AC AC ACT C ACTGC GG AG AAC CTT GT GCCTGGCTC AG AGC 
CAGTCTTTTTGGTGAGGGTAACCCCAAACCTCCAAAACTCCTGCCCCTGTTCTCTTC 
CACTCTCCTTGCTACCCAGAAATCATCTAAATACCTGCCCTGACATGCACACCTCCC 

40 CTGCCCCACCAGCCCACTGGCCATCTCCACCCGGAGCTGCTGTGTCCTCTGGATCTG 
CTCGTCATTTTCCTTCCCTTCTCCATCTCTCTGGCCCTCTACCCCTGATCTGACATCCC 
C ACTC ACGAAT ATTAT GCCC AGTTT CT GCCT CT GAGGGAAAGCCC AGAAAAGGAC A 
GAAACGAAGT AGAAAGGGGCCC AGTCCT GGCCTGGCTT CTCCTTT GGAAGTGAGGC 
ATTGCACGGGGAGACGTACGTATCAGCGGCCCCTTGACTCTGGGGACTCCGGGTTT 

45 GAG AT GG AC AC ACTGGT GTGG ATT AACCTGC C AGGG AG AC AG AGCT C AC AAT AAA 
AAT GGCT C AG AT GC C ACTT C AAAG AAAA AAAAAA 

BRAD.37762_at (SEQ ID NO:37) 
GGGCGGTTCTCCAAGCACCCAGCATCCTGCTAGACGCGCCGCGCACCGACGGAGGG 

50 GACATGGGCAGAGCAATGGTGGCCAGGCTCGGGCTGGGGCTGCTGCTGCTGGCACT 
GCTCCT AC CC AC GC AG ATTT ATT C C AGT G AAAC AAC AACTGG AACTT C A AGT AACT C 
CTCCCAGAGTACTTCCAACTCTGGGTTGGCCCCAAATCCAACTAATGCCACCACCAA 
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GGTGGCTGGTGGTGCCCTGCAGTCAACAGCCAGTCTCTTCGTGGTCTCACTCTCTCT 
TCTGCATCTCTACTCTTAAGAGACTCAGGCCAAGAAACGTCTTCTAAATTTCCCCAT 
CTTCTAAACCCAATCCAAATGGCGTCTGGAAGTCCAATGTGGCAAGGAAAAACAGG 
TCTT C ATCG A ATCT ACT AATT C C A 

5 
BRAD.40217_at (SEQ ID NO:38) 
ACCCTGTGCCAGAAAAGCCTCATTCGTTGTGCTTGAACCCTTGAATGCCACCAGCTG 
TCATCACTACACAGCCCTCCTAAGAGGCTTCCTGGAGGTTTCGAGATTCAGATGCCC 
TGGGAGATCCCAGAGTTTCCTTTCCCTCTTGGCCATATTCTGGTGTCAATGACAAGG 

10 AGT ACCTT GGCTTT GN C AC AT GT C A AGGCT G AAG AAAC AGT GTCTC C AAC AG AGCT 
CCTT GT GTT ATCTGTTT GT AC AT GT GC ATTT GT AC AGT AATT GGT GT G AC AGT GTTCT 
TT GT GT G A ATT AC AGGC AAG AATT GT GGCTG AGC AAGGC AC AT AGT CT ACT C AGT C 
TATTCCTAAGTCCTAACTCCTCCTTGTGGTGTTGGATTTGTAAGGCACTTTATCCCTT 
TT GT CT CAT GTTT CAT C GT AAAT GGC AT AGGC AG AG AT GAT ACCT AATTCTGC ATTT 

15 G ATT GT C ACTTTTT GT AC CTGC ATT AATTT AAT AAAAT ATT CTT ATTT ATTTT GTT AN 
NTN GT AN ANN ANN AT GTCC ATTTTCTT GTTT ATTTT GT GTTT AAT AAAAT GTT C AGTT 
TAACATCCCANNNGAGAAAGTTAAAAAA 

BRADl_4307876_at (SEQ ID NO:39) 
20 CTCCTGGTTC AAAAGC AGCT AAACC AAAAGAAGCCTCC AGAC AGCCCT GAGAT C AC 

CTAAAAAGCTGCTACCAAGACAGCCACGAAGATCCTACCAAAATGAAGCGCTTCCT 
CTTCCTCCT ACT C AC CAT C AGC CTC CT GGTT AT GGT AC AG AT AC AAACTGG ACT CTC 
AGG AC AAAAC G AC AC C AGCC AAAC C AGC AGCCC CT C AGC ATCC AGC AAC AT AAGC 
GGAGGCATTTTCCTTTTCTTCGTGGCCAATGCCATAATCCACCTCTTCTGCTTCAGTT 

25 GAGGTGACACGTCTCAGCCTTAGCCCTGTGCCCCCTGAAACAGCTGCCACCATCACT 
CGCAAGAGAATCCCCTCCATCTTTGGGAGGGGTTGATGCCAGACATCACCAGGTTG 
T AG AAGTT G AC AGGC AGT GC CAT GGGGGC A AC AGC C AAAAT AGGGGGGT AAT GAT 
GTAGGGGCCAAGCAGTGCCCAGCTGGGGGTCAATAAAGTTACCCTTGTACTTGCAA 
AAAAAAAAAAAAAAAAA 

30 
BREM.2505_at (SEQ ID N0:40) 
GCCATCAAGAATTTACTGAAAGCAGTTAGCAAGGAAAGGTCTAAAAGATCTCCTTA 
AAAC C AG AGGGG AGC AAAAT C G ATGC AGT GCTTCC AAGG AT GG AC C AC AC AG AGG 
CTGCCTCTCCCATCACTTCCCTACATGGAGTATATGTCAAGCCATAATTGTTCTTAGT 

35 TTGCAGTTACACTAAAAGGTGACCAATCATGGTCACCAAATCAGCTGCTACTACTCC 
TGTAGGAAGGTTAATGTTCATCATCCTAAGCTATTCAGTAATAACTCTACCCTGGCA 
CT AT AAT GT AAGCTCT ACT G AGGT GCT AT GTT CTT AGT GGAT GTT CT G ACC CT GCTTC 
AAAT ATTTCCCTC ACCTTTCCC AT CTTCC AAGGGT ATAAGGAAT CTTT CTGCTTT GGG 
GTTT AT C AG AATTCTC AG AATCTC AAAT AACT AAAAGGT AT GC AAT C AAAT CTGCTT 

40 TTTAAAGAATGCTCTTTACTTCATGGACTTCCACTGCCATCCTCCCAAGGGGCCCAA 
ATTCTTT C AGT GGCT AC CT AC AT AC AATTCC AAAC AC AT AC AGG AAGGT AG AAAT A 
TCT G AAAAT GT AT GT GT AAGT ATT CTT ATTT 

Hs 149363.0CB4n5_s_at (SEQ ID NO:41) 
45 GGGAAATCAGTGAATGAAGCCTCCTATGATGGCAAATACAGCTCCTATTGATAGGA 

CAT AGT GG AAGT GGGCT AC A ACGT AGT ACGT GT C GT GT AGT AC GAT GTCT AGT GAT 
GAGTTTGCTAATACAATGCCAGTCAGGCCACCTACGGTGAAAAGAAAGATGAATCC 
T AGGGCT C AGAGC ACT GC AGC AGAT C ATTT CAT ATTGCTTCCGT GGAGT GT GGCGA 
GT C AGCT AAAT GGC AGGGGC AGC AAGAT GGT GTT GC AG ACCC AGGT CTT C ATTT CT 

50 CTGTTGCTCTGGATCTCTGGTGCCTACGGGGACATCGTGATGACCCAGTCTCCAGAC 
TCCCTGGCTGTGTCTCTGGGCGAGAGGGCCACCATCAAGTGCAAGTCCAGCCAGAG 
T ATTTT AT AT AGGTCC AAC AAC AAG AACT ACTT AGCTT GGT AC C AGC AG AAAGC AG 
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GACAGCCTCCTAAATTGTTCATTTACTGGGCATCTACCCGGGAATCCGGGGTCCCTG 
ACCGATT 

Hsl72587.9Cln9_at (SEQ ID NO:42) 
5 AACGAAAGTCTAGCCTTTCGTACCCGTATATATAAAGACACCCCTGTTCTGATTGGA 

C AAGGC AGCCTTTCCCCT GC AGCTCG ATT GGT GGAGACGCCC ACTCCCTGAC AGAA 
CATCTCCTGCATGTAGACCAAATATTAAAACTTTCCTCCGTCCATCTTTAACTGCTG 
GTGTTTTCAACCCTTTCCCCTCTGTGCCATGTTTCTAGCTTTTATTTAAAACGTACTTT 
GGTTTTCCTTGGCAAAATTGTGTCTAGCTACTAGGATGACGTGTCTTAATTTTTTTTT 

10 AAAT GTT GGC GCT G AAACT GGCTTT GAT C AAC GTTTT AAAAAG ACGC GCGCT AGTT 
GT G ATT GGCC AAGT G ATTT CTTCTT AC CCTCTT A AGTTT AG AAAGGTT AATTT CAT AT 
CTT G ATTT GT CT ATTT A AACTT GG AG AT ATTTT C AAT AATTT GTTCC AA AT GC ACC AT 
G ACT ATT AACTC AT AAGT AAC AAT AT G AA ACCT GAT GTT AAGCT AC AT G AAC AC AT 
TT AATTT C AC C AC AAT AT G AC ATCCTC AT AT G AAAGC ACT CTCTT AT CTTTT AC AAGT 

15 T C AACT GGT ATTT GT GT AATCTGCTGT 

Hs271955.16C1 n9_at (SEQ ID NO:43) 
TGCT ACC AT GCCTG ACT AGTTTTT GT ATTTTT AGT AG AG AC AGGGTTT G ACC AT ATT 
GGCCAGGTTGGTCTTGGACTCCTGACAAGTGATCCGCCCTCCTCNNNCNCNCGAAG 

20 TGCTAGGGTTACNAGGTGTGAACCACCATGCCTAACTATCGTTGCTACTTTCTATTG 
GAAGAGAAGGCAGCCCTGATTTAGTCTGTTTACAGTCTGCATTATGTGGAGAATAG 
AGAGCCATCATAGTCCCTAAAACTTTCCTTGCCAGTTAACCCAGCAGGACAACCTGT 
CTTT GT CTCTT G AC A ACT GTT AACT G AG AAC AGGGC CCTT GCTCCTCT AGGT GT GC A 
C ATT AAGG ACTTT GC AC AGT GT GGAT GT AGCT CAT GCTGCTCT GCCNTNN AGT AC AT 

25 GCTGCTTGAATTTTCATCATNANCCTCCACNCCTTNCACCTNCNNGNN AAAAAAAA 
AGCGTGCAGGAAGTAGCATTTCAGATCCTTCTCCACCACCTCTGCTTCCCTTCTCCCT 
TCTTTTCCTCCTTGCAGCATTCCCTTTAGTACNAGGGAGGGATGGTGGTTGAAAATG 
GGGGG AAT GAT GTT GCTC AG AAAAAAA AAAAA 

30 Hs368433.18Cln6_at (SEQ ID NO:44) 
AT AATGCT GG AAAC AG A AGC AC C AAACTG ATT GT GC AATT ACTCCTTTT GT AG AAG 
AGGCCAAAATCCTCCTCCTCCTTCCTTTCTCCTATATTCACTCCTCCAGGATCATAAA 
GCCTCCCTCTTGTTTATCTGTGTCTGTCTGTCTGATTGGTTAGATTTGGCTNCCCTTC 
CAAGCTAATGGTGTCAGGTGGAGAACAGAGCAACCTTCCCTCGGAAGGAGACAATT 

35 CGAGGTGCTGGTACATTTCCCTTGTTTTCTATGTTCTTCTTTCTAGTGGGTCTCATGT 
AG AG AT AG AG AT ATTTTTTT GTTTT AG AG ATTCC AAAGT AT AT ATTTTT AGT GT AAG 
AAATGTACCCTCTCCACACTCCATGATGTAAATAGAACCAGGAATAAATGTGTCATT 
GTGATAATCCCATAGCAATTTATGGTAAGAACAAGACCCCTTTCCCTCACCACCGAG 
TCTC GTGGTCTGT GTCTGT G AAC C AGGGC AGGT AATT GT G AC ACT GC AT CT CAT AG A 

40 ACT CT GCCTGC CC AG ATTTTT GT GT GCT C AC CT C AAT GGGT G AAAAAT AAAGT CTGT 
GT AAACT GTT AAAAA AAAAAAAAA AAAAA 

Hs435736,0C 1 n27_s_at (SEQ ID NO:45) 
TCCTCAGACCCAGTAATTCCACCCCTAGGAATCCAGCTTACACACACAAGAAAGAA 

45 AAG AT AAAT GT AC AAGGTT AGT C ACT GC AC AGT G AG AC AGC AAAAG ATT AG A AAG 
AACCCAAGTGATTATTGATCTGGGTTTTATTCCTTTATAGCCCAACCATATGATGGA 
AT ACT AT AAT GTT GT AAAAAT GGGTT AAG AGTT CTTT AT G AATT GGT GT GG AAAC AT 
CGC C AAG AT AT G AAAGC C AAAT GC AG AAAAAT AT AT GT GGT AT GCT ATT AT CT AT G 
T G AAAAAG AC ATT ACT ATT CTCT GG AAGG AT AAAC AC AAATTT GAG AAT GGT GGAT 

50 AT CT GGGGT GAG AGGT AT C CTTTT C ACT GTT CTTT AAAAGTTTT GNN ATTTT GGT GTT 
T GCCT ATTC AAAAAAAT GGTT AAAAT C AGTT GCC ACC AATT AAAAATTAGGAGAAT 
GC AT AT AAAGAANNN AANTTCCTGTT AAAAAAAAAA AAAAAAAAA A 
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Hs493096.15Cln6_at (SEQ ID NO:46) 
GCCCATAGTCCCATCTTTTTACAGGCATTTTTTACACCTGGAGCAGCCAGAGGACGC 

5 AT GC AT GGCTCTTC GG AAGGT AATTT AGGG AT C AC CC AT GT A AGTTT C CT AAGG ATT 
TCTTTAACATGGTTCTTCTGATTCAGTCCGGCCAATTAAATCTAAATCCACCCCTGA 
AAGC CAT CT GGT GT GGAT AAC AAGCCC AC AAAT G AGC AGT C AGCTTTTT GT GCC CTT 
TAGGGCCTGGGACAACCACGGGATCTAAAAGGGGCTGGAACTAGAGGTCTTGAGCT 
CCTGTTCCTAAAATCATCTTCATCCTATATCTGCAGCCTTCTCCTGCCACGGCATGCA 

10 CCCACACATGCGAGCCTCCCGGGTACTGTCATCCTGAATTCTGAGACCATCCAGCAC 
TTCCTTTAGTTTTGCCCTGGTGCTGTTGACTTTTGTTTACTGAAGAGTGTGCTGGAGG 
C AGG AC AAGGG AC AT GGAAGGCTGC AATTT AAG AGT CT AAAAGGTTTT AG AAT C CT 
G AAGG AGGTTT A AC AAGCTG AATT G AAG AAT AAT ACCTTT CT C AACTGG AG AG AAT 
TT AC AT G ATTGC ATT ATT GTT A AAATT AAC A 

15 
Hs493096.2Clnl5_s_at (SEQ ID NO:47) 
AT C ATTT AGTT G AAT C ATT AT AAGT CT AGG ACTGT CT GT AG AT GT AAATTT GTT AAG 
AATT AGG ACT C AAG AGT AG AATTCCTTT AATCC AC AT AG ACTT AC AAT GGT GCTGT G 
CACATGGAGCCCCTAAATCATTGCTGACTGAGTAGATTTCCCAGGGTAAGCCCAAG 

20 AAGTTACTCCTAGAAGGGGCTGGTAGGGGAAAGAGCCAACATCCCACATGCCTGCC 
CACTTTGGGTCTGGTCCCAAGAAACAAACTCCAGTGGCCTCGAAAATTTAATATTGC 
T GT C AG AAGGGC CTCCC CTT C AA AGG AAC AGGT C CT GAT AGCTCTT GTT AT AT GC AA 
AGT GG AAAGGT AAC GT G ACTGTT CTCTGC ATTT CCTGCCTTT C A ATT G AGT G AAG AC 
AGACAGATGATTTATTGGGCATTTCCTAGCCTCCCCTTCACCATAGGAAACCAGACT 

25 G AAAA AAAGGT GC AAATTTT AAAAAG AT GT GT G AGT AT CTT G AGGG GGCT GGGGG 
AG AATTCCT GT GT AC C ACT AAAGC AAAAAAAGAAAACT CTCT AAC AGC AGG ACCTC 
T G ATCTGG AGGC AT ATT G ACC AT AAATTT AC GCC A 

Hs592929.0CB2n8_at (SEQ ID NO:48) 
30 TTTTTCTGAGCAACATCATTCCCCCCATTTTCAACCACCATCCCTCCCTGGTACTAAA 

GGG AAT GCTGC AAGG AGG AAA AG AAGGG AG AAGGG AAGC AG AGGT GGT GG AG AA 
GGAT CT G AAAT GCT ACTT C CTGC ACGCTTTTTTT CTT CTTGG AGGT GG AAGG AGT GG 
AGG AT GAT GAT G AAAATT C A AGC AGC AT GT ACT AG AC GGC AG AGC AGC AT G AGCT 
AC ATCC AC ACTGT GC AAAGT C CTT AAT GTGC AC AC CT AG AGG AGC AAGGGC CCT GT 

35 TCT C AGTT AAC AGTT GT C AAG AG AC AAAG AC AGGTT GTCCTGCTGGGTT AACT GGC 
AAGG A AAGTTTT AGGG ACT AT GAT GGCTCTCT ATT CTCC AC AT AAT GC AG ACT GT AA 
AC AG ACT AAAT C AGGGCTGC CTTCTCTTC C AAT AG AAAGT AGC AAC GAT AGTT AGG 
CATGGTGGTTCACACCTTGTAACCCTAGCACTTCGTGGGCAG 

40 Hs79953.0Cln23_at (SEQ ID NO:49) 
AT C AG AAC AATTT CAT GTT AT AC AAAT AAC AT C AG AAAAAT ATCTT AAATT AT AT GG 
CATATTCTATTGATTCATCCACAAATTTATAAGTCCTTACCACCTTTCATTATATTGG 
T ACT AGGC ATT AT AGT AGT GCT AGGC ACT AT AGT AAT GCTGGGGT AT AAAC AAG AA 
T AAAAC AAAAT AAGTTCCTT ATTT C AGGT AACTT AC AGT AT AGGT C AGT GGTT CTT A 

45 GCTT GCTTTTT AATT AT GAATTCCTTTGAAAGTCTAGT AAAAT AATCC AAC ACC ATT 
ATTCCCCATTGCACATACCCCCAGATGTTTTAGACATATTTTCAATTGCTCCATGGA 
CCTT AAG AAAACTT GGTT GGT GT GC AGTTT GGT GT ATT AT GGGT AAG ACTGG ACCT G 
GT GTT AG AAAAT CT GC ATTT G AGGCTTT GTTCT G AC AGT GTCT AGT GT AAAC AT GGG 
CAGACCACTTAAACCTCTCTTTAGTCTTCTCTGTAGAATGATGATAATACCATCTAA 

50 TT AGC AGG ATT GTT GTTTT ATT C AGT GAG AC AGC AT AT GT AAAT AACTT AGT AAAAT 
AAAAAGC AAC GT GTTT AT AAT GGT AAAA AA 
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BRMX.2377Cln3_at (SEQ ID N0:50) 
T GGGAAT CAT GAACTCCTTCGT C AACG AC AT CTTCG AACGC ATCGCGGGT GAGGCTT 
CCCGCCTGGCGCATTACAACAAGCGCTCGACCATCACCTCCAGGGAGATCCAGACG 
GCCGTGCGCCTGCTGCTGCCCGGGGAGTTGGCCAAGCACGCCGTGTCCGAGGGCAC 

5 CAAGGCCGTCACCAAGTACACCAGCGCTAAGTAAACTTGCCAAGGAGGGACTTTCT 
CT GG AATTTCCTG AT AT G ACC A AG AAAGCTT CTT AT C AAAAG AAGC AC AATT GC CTT 
CGGTT ACCT C ATT AT CT ACT GC AG AAAAG AAG ACG AG AAT GC AAC CAT AC CT AG AT 
GGACTTTTCCACAAGCTAAAGCTGGCCTCTTGATCTCATTCAGATTCCAAAGAGAAT 
CATTTACAAGTTAATTTCTGTCTCCTTGGTCCATTCCTTCTCTCTAATAATCATTTACT 

10 GTT C CT C AAAG AATT GTCT AC ATT ACCC ATCTC CTCTTTTGC CTCTG AG AAAG AGT A 
TATAAGCTTCTGTACCCCACTGGGGGGTTGGGGTAATATTCTGTGGTCCTCAGCCCT 
GTACCTTAATAAATTTGTATGCCTTTTCTCTT 

BRAD.33405_at (SEQ ID N0:51) 
15 G AAAGT GAT AAT AC AG AAAGGT GGGGCT GGT GT AGGGNTN AAGN C AGG AT GCTTT 

GGN AN AGC AT GN AAGGT CN C CG ANTCC AGT GNTN AGG AACT AAT G AN GGGTTTNT 
N AAG ANCGTN AT GAG AT C AATGCN GAT G AGN C ACTT AG AAGN AGC AATT AGTT AG 
GCAAAGGGAAGTGAATGTGNAGGAGGAACAAGCATTCCAGGCAAGAAGAACACCC 
T AT C G AAAAGC CTGGAAGC AAAAC ATT AGT G AGGCT AC CTTT CAT AAATT GCTTTCT 

20 GTAAGTCATGCCATTGTGTAGTCTTAATTGCTTTCTCTCACCAGGGAAGGTGTGGGA 
AGG ACTT GT G AAAT AC AT ATTCG AGG AAAAACT AT GC AC AAGGCC GT GC ATTT AAA 
AAT AAACTCC CT AAGGCT GGGGT G AAAC CTGCT ACGGT CT GCGC A AGTT G ACT GTT 
AAT G AATTT G ATT CT C AGGT GT G AGT G ATT AAAAG A AC ACT GAT CAT GT C ATTTT CT 
TTTTGGTCACTAATTCCCTCCCTCCCTTCTCTTTCTTTTCTTTTTTCTTTTCTTTTCTTT 

25 TTCTTTCTTTCTT C CCG AC AG AG A AAG ACTCC ATCTC 

Hs584242,2C 1 n64_at (SEQ ID NO:52) 
TAAGATGTTTAAGTATATCCAACCGTCCCAGACCACATTGGCCTATTTCCTCCTCTT 

30 GGCAACACTGCTCGGGTTTTCCCCTCGCATCATCCTTATGCTATGACACTGGACTAA 
ATT GT AAT AAT AC ATTTT CTTGTT AATCTC CT C ATT AT ACT AT G AGCTCCTT G AGG AC 
AGGT ACTTT GT CTTGCT C AC ATCTGT AG ATT C AATGCCT GGC AC AGCG ATT GAT ATT 
GC A AGGGC ACTT AAT AAATGGTTTTT G A AT AAA AG AATT GCTT AAAGT AAAAT AT A 
GCT GT AAATT GT ATT AT AAAAGG AC AGT GGGT GGC AGT CT G AGGTCTGCT ATTT ACT 

35 GGTTT GGGC A AGTT ACTT A ATCTGTTT GCTTC CT C AGCT GT ACG AT GGGT AAAAT AA 
T AGT GGTT AT C AC AAC AGGGT GGTT AC AGCG AT G AAAT GAG ATT AT GT GT GT AGGC 
T ACC AC AT AATT GT AA AGCT GAT ATTT AAAT GG AAC AG AT ACT GC AC AG AC ACTT G 
AGGT CT GAG AAT AAG ATT AGGT C AAC C AG AGT ATT AAT GGGTT AAAT AAAGGT G AC 
ATCCT AT GC AACC AACGGTTTGAT CTTT AT GCT 

40 
BRRS 1 RC_NM_004065_at (SEQ ID NO:53) 
GT CTTCC AGT C AGT C AGT GTCTTCC AGAAAAAT CT ACGT CTTCC ACC AAATCC AGGT 
CTTC C AGT C AATCC AC AT CTT C CGG AAAA AAT C C AGGT CTTC C AGC C AAT AT AT GT C 
TTCCTGAAGATCCACGTCTTCCAGAAAATCCATGTCTTCCAGAAAATCCATGTCTTC 

45 CAGTAACCTCCCAGTCTTCCAGAAAATCCACGTCTTCCCAACAATCCAAGTCTTCCG 
GATAATTTGGGTCTTCCTGAAAATCTACGTCTTCCAAAAAAGCCATGTCTTCCAGAA 
AATCCACATCTTCCAATGGCCTCCAGGTCTTCCAGACTATCCATGTCTTCCAGAAAA 
TCCTTGTCTTCCCTTAAATCTATAGCTTCCAAAAAATCCGGGTCTTCCAGGAAATCC 
GTGTCTTCCAGCAAGTCCACGTCTTCCAACAAAGCCATGTCTTCCAGACTATCCATG 

50 TCTTCCAGAAAATCCTTGTCTTCCCTCAAATCCATAGCTTCCGAAAAATCCAGGTCT 
TCCAGGAAATCCGTGTCTTCCAGCAAATCCACGTCTTCCAACAAAGCCATGTCTTCC 
ATCAAATTAATGTCTTCCAGCCTACTTGTG 

74 



BRRS.8182_at (SEQ ID NO:54) 
AGC AT C GTTT AT G AAAAC AACT AAAT ATT C ACT AAT GGT GCC AGTGG AAT AAAT C A 
GAGAACATCCCCTGCTACGTAACTCTCTGCATACATCAAAGAGAATGGTGTGGCTTT 

5 GCTTTTT C A AC AAT CT ACT G AGT GGCC AT GGGC AT GT GGAT AT GGCC AT G AAT G AGC 
AAGATCCTCTCTGATCCTGTAGAAGTTAAGTTCTACCAGATAACTTGCTGCTTCAAC 
AAAAAG ATTT AC CTTTTT AAAT AAAT GTT GT AG AAT ACTT AAAAAA AAC AAACT AG 
AATTTGCCTGTGTGCAGCCAGTAACATGTCTATTTAACCTGGACACCTTTTGAGGAA 
T ATT CT C AG ATT GC CCC C AT GCT GTTT AT AAG AC ATT GTT C CTT AT AC AC CT GTTT AT 

10 G AAT G AAAAG AAAC AT AAGG AGT GGGT AC AA AG ACTTCT AT CT AT G A AT G ATT AAA 
AAGGCT AG AGT AC G AAT ACTT CTT G AACCTTT GGT ACT AAAT GCTTTT CAT GTT CT A 
T AT AAAT GT AG AAAAC ATTTT AC AAAT C CT GT AAAT AAACTGTTT ATTTTTT AT AG A 
AAGC CAAAAAAAAAAAAAAAAAAAAAAAAAAA 

15 BRMX.13815Cln5_at (SEQ ID NO:55) 
TCTTT C AAC ATTT AG AT AGT CTTTCTT AAT ATTTCC AGG AG AGT ACCT C ATTTTT ATT 
TT G AAA ACC ATT C AGC AC ATTT ATCTT AT GT AAC AT GC AG AGC AT AT ATCT AT CT GT 
ATTTTT AAAATTTT C CT GTT ACT C ATT GAT AC AT AGT ACTT AATT AC AT GTT ATT C C A 
T GT AC ACT G AAAAC AAT AT AGG AAAT AT AT AC ATCTAAG ACTTCT ACTTT GT AC AGT 

20 CTTT C ATT AAAT AAG AAT ACTT AC AC AT AC ATTTT C AG AT ATTT CT ACCTTCCTGT AT 
GT GTTTGG AATT GT ATGT AGGT AGCC ACT GAAAGAATTT GGGCCCCTT GGGAGGAT 
GGC AGT GG AAGT C CAT G AAGT AAAG AGC ATT CTTT AAAAAGC AG ATTT G ATT GC AT 
ACCTTTT AGTT ATTT GAGATT CTG AGAATT CT GAT AAACCCC AAAGC AGAAAGATT C 
CTT AGT AC CCTTGG AAG AT GGG AAAGGT G AGGG AAAT ATTT G AAGC AGGGT C AG A A 

25 C ATCC ACT AAG AAC AT AGC ACCTC AGT AG AGCTT AC ATT AT AGT GC C AGGGT AG AG 
TT ATT ACTG AACC AACTTTTTT GT AC AAAGT 

BRMX.2637Cln26_at (SEQ ID NO:56) 
TCCATCAGGGCACGGTAGAAGTTGGAGTCTGTAGGACTTGGCAAATGCATTCTTTCA 

30 TCCCCCTGAATGACAAGGTAGCGCTGGGGGTCTCGGGCCATTTTGGAGAATTCGAT 
GATCAACTCACGGAACTTTGGGCGACTATCTGCGTCTATCATCCAGCACTTGACCAT 
GAT CAT GTAG AC ATCGAT GGT AC AT ATGGGTGGCTGAGGGAGGCGTT CTCCTTT CT C 
CAGGATGGAGGAGATCTCGCTGGCAGGGATTCCGTCATATGGCTTGGATCCAAAGG 
TCATCAACTCCCAAACGGTCACCCCGTAGCTCCAGACATCACTCTGGTGGGTATAGA 

35 TTCTGTGTAAAATTGATTCCAATGCCATCCACTTGATAGGCACTTTGCCTCCTTCTGC 
ATGGTATTCTTTCTCTTCCGCACCCAGCAGTTTGGCCAGCCCAAAATCTGTGATCTT 
GACATGCTGCGGTGTTTTCACCAGTACGTTCCTGGCTGCCAGGTCGCGGTGCACCAA 
GCG ACGGTCCTCC AAGT AGTT CAT GCCCTTT GCGAT CT GC AC AC ACC AGTTGAGC AG 
GT ACT GGG AGC C AAT ATT GTCTTT GTGC C AA 

40 
BRAD.36737_at (SEQ ID NO:57) 
CTGTCCAGAATGTAGAGGACAGACCCATGGGAACTTCAAAATTCCCCTCTCAATNC 
CC ATTTT AT GTT AG AAAAT C AAGT AC CG AG AAT GTT AAN GTT AAATT AT GT G ACC AA 
AAC AAGG AAAG AGGCT GGT AA AACT GC ATTTTGC AC AA AAGT GTT G ATT C AAC AT G 

45 AAGTCAAATAATATGTTCTAATGAAACCACACCTCTCACACACATATCCTTTCTCTC 
AAACCTCGGTGTTACTCTGGCCAAAAGTCTTAGGTTTCTTGAAGTGTTTGTGGAAGA 
GT AG AT GG AGTTTT ATTT AAC ATT AT C AAG AAATCC A AGCT GC AG AC CCC AC AC AT 
A 

50 BRAD.3853_at (SEQ ID NO:58) 
AG ACTTTTT AGT AGCTTCC A ACT AC AAAAA AAG AG AAAT AAT C AATT AT GT ACT AA 
T C AG AC ACTTTT AAAA ATT AC AAC AGTTT ATT C AG AG AAAC AAGCTTT GT GT G AC AT 
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TCT A AGCGG ATTTT ATT CT GC AGGTCCTTTT AAC AT AAT G AGT AAT ATTT GT GTT GG 
G AAT G ACT GAG AAG AAATTT CAT AAT GAT GT G AAG AT CT ACCT GT AAAT AGTTCCT 
CTGTCGTATGCTGGTATTTATATTCTAGCATCTCAACAGTGCTGATGGTCACTCATCT 
T GG AGTTCC CT G AATTTTTTTTTTTTTTT C AA AACTCCT GT AAT GTT AC ATT AC CC AT 

5 ACTTTTGTTGTTGCTGCTGTTGTTGTTGTTTTGAGACGGAGTGTCGCTCTGTCGCCCA 
GGCTGGAGTGCANGTNGNNCCGCGCCCGGCACATGACTGCATACTTTCAAGGAGAG 
G ACTC AG AGCTTTT ATTT ATTT AAAG AAACTT G AAAGG AGG AAAGT GG ATT AAG AA 
AAAAAAAA 

10 BRADl_19760734_at (SEQ ID NO:59) 
TTTTTTTTTTTTTT AC AT AAAGGC AT GAAT AT AC AAGGT AAT GT C AGC AGCT GT ACTC 
CACTCTTTATTCGTTGCAAATCTACCTATTTGTTTCCAAAGGATGTCTGCAAATAAAT 
AGGT AAC ATT GT AC AGCTTT C AAC AGT GGAT C AG AAC AT AG AT GT CTCTTCT AATT C 
AC A AGT AC C AAT GGCT C AATT AATTT A AGGG AC ATTTT CT G AGTT GT GT G ATTT C AC 

15 AT GT ATTT ATCGT GTCT AG AAGT GT GC AA ACTTTT GTTT C ATTT CTCTCTT AG ATTT C 
T GT AGG AAG AGTT AAAGG AT GT G AAGT AGT C ATTTT ACTT ATT CAT AAC AC ATTTT A 
GGG AA AATT GTGCT GTTGCT GTT GGGG AG A AAGTT AAAGCT AT C AACT AT AAC CTG 
G ACTCC AGTCC AATTTTT C AC AT CTGGTT GCT ACTTTT AA AAAGG AT C ATTTT AATTT 
TT AAAT GC AG AAT GT GTT GC ACTTT ACCTTT G AC ATTCC AGGTTT C CT CAT GGT C ATT 

20 T AG AAAAAT AAAGC AGGAAATTCTAAT GCCTT AGC AT CT ACTTT AAT AAG AT GTTT G 
C ATTT AT AAAAAT AAC AAG AAACT G A 

BRMX.2797C4n2_at (SEQ ID N0:60) 
TTTAATTTTTTGGAAGGATATACACCACATATCCCATGGGCAATAAAGCGCATTCAA 

25 T GT GTTT AT AAGCC AAAC AGT C ACTTT GTTT AAGC AAAC AC AAGT AC AAAGT AAAA 
TAGAACCACAAAATAATGAACTGCATGTTCATAACATACAAAAATCGCCGCCTACT 
C AGT AGGT AACT AC AAC ATT C C AACTCCTG A AT AT ATTT AT AAATTT AC ATTTT C AG 
TT AAAA AAAT AG ACTTTT GAG AGTT C AG ATTTT GTTTT AG ATTTT GTTTT CTT AC ATT 
CTGGAGAACCCGAAGCTNCAGCTCAGCCCCTCTTCCCTTATTTTGCTCCCCAAAGCC 

30 TTCCCCCCAAATCATCACTCNCCTGCCCCCCTTAAGGGCTAGAGGGTGAGGCATGTC 
CCTCACAATTGGCACATGGTNCAAGGCCATCAGGCAAGGGNGCATTCACACAAAAG 
GGCACCAGG 

BRMX.10399Cln5_at (SEQ ID NO:61) 
35 G AAAC AACT GGT AAAC AC AGT AAGCC C ATTT CTGGGCTTTT AG AAAAAC ATT GCTC 

TCTTTTCTTTCCCCACCCAGTGTATTCCCAAGGACTTAATGCTGCACTCTGACCTAGC 
CCTCAATGATGGTTAAAACTGATTCTGAACCAAAGGTAAACAGGGTTCCTCCCCAT 
GCCTTGGAGAGCTCCAGTCTGCAGAAAGCTAATGAAGCCCTTGAAGCAGTATCTTG 
T CTTCC AT C C AC ACTTT ATT G AAAT GCTTTT GAAT CTT ATT GT GTT GT AATT AC AT AC 

40 T ATAGAAAACTCCGCC AACCT CT ATTTC AAGGTTT GGGCCC AT GACT CTCGCT AAAA 
CATTTCAGTTCCATTTTCCAGAACATACCATTTCTAAATGCATCTGTGAGGGCCCTC 
C AC AAGT ATTTT C AGTCC AC ATTT C AG AAAACTTGAAAGTG ACGC AGGTTCCTGACT 
T AGTT GAT GGT GGGT AAAGGG AAT GCC ATT AT G AGT GGT GG AGGTT GTTTT CTTTTT 
TCTT GCC AT ATT CT C AGC AT AAT ATTT GAAACCT AC AAAAG AAGTTT GAT AAT AT AA 

45 CT GT AT ATTTT AT GC CTGC ACT AGT GG AGG A 

BRMX.8912C1 n3_at (SEQ ID NO:62) 
G AGGT AGG AACT GAT ATT C CC ATT GT AC AG AT GAG AAG AC AG AT GCT C AG AG AGCT 
TATTTGTCTGTTGAAGCCAAAACCTGTGCCCTTGACCACAATGGACACTATATCTTC 

50 T G AGCTCC ACTT AATT AG AG AATTT GGAT C AAGT GACT AAAT AAAT C AC AC ACC AC 
AC AC ATT AAG AT AC GCC AG AGT G AC AGGG AC ATT AAAT AAAT C AAGT AT C CAT G AA 
GTTTGCTGCCTTCCAAATCAGCCCCCTATTCTTTTGCCCTAAGATATCCCATCATAGT 
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CTGTTTCCTTCCCTTCTCTCTTTGCCCTCAACCTTTCCTTCCCTCTTATCCATGGGAAT 
GACTCTAGGAATCCTGTTGAGTGTATGTGTGTGCGTGTTCTTTTCTTTTTCTCTCATG 
AAT ATT AC ACTTTT ATT AGC C AGCT AT ACTT GT GTT GAT G AAAAAG AC AAAAT GG AA 
TTTT GTTTT C CTTT AAC AAT C AAGT AT GAAT GGTCTGCTT AC AGG AT GTCC CTT CTTG 

5 GGGTCCTT GGAGGT AAC AAAAGCT CAT C ATTAAAC AGGT AGCT AT C ATTT CT AC AT G 
CTTAGTAT C ACTTCCGATT ATCTT ATT C 

BRMX.13731Clnl8_at (SEQ ID NO:63) 
GGGCTG AGGGT C CT G AGG AG AG AG AG AG AGGC C ACGT GGAT GG AGG ACT GT C ACC 

10 CCCTTCTCGGTTCTGTCACCCCCTTGAGTCTAACTCACTGTTGAGGGGAGGAAGAAG 
GGGG AT GG AC GG AAGGG AG ACC G AGG AAAGGCTTT C GGG AGT GGGG AC ATT ATCC 
CCCCAGAGGTGTGCTGCCCCACCCAGCTGCACCCCACAATCTGGCCAACTCATTTCA 
C AGTAT AAAT C ACTCC AGC AGG ACGGC ATC AC AGC AGCCCCT GCT GCCT GAAAT C A 
GAGCGGCCCAACGAGGAAGGCCAGGAGGGTCGGCTGGCAGGGGGCAGGGTCTTGG 

15 GAT AAC ACTGT CAT C AG AAAC AAGGCTGGGGGCT GATTTCGGGGTGGGGAGCCTTA 
GGAGGCCAGAAATTCCAATCAGAGCCAGTTTTTCTGGGAGGGAGTGGCTAGACAGT 
C AAGG AAGG AC GTT C AC ATTT C AAAAG AAGTCGGGT GGGGGG AT GAG ATT ATTCT A 
GGGGGGC ATCGAATTCCCTTTAAGGGGGGGGCT C ACTT CT GCCC AGAGT AAAGAGG 
AT CT C AC AC CAT GG AAAT GT GCC AACTTTTTT GT AC AAAGT 

20 
BRAD.25947_at (SEQ ID N:64) 
CTTC C ATT C CT CAT G ATTTT AGGGTT ATCCTC ATT C AG AT CT ACT CT AGTT AT AAT AG 
T ACTTT AAAC AG AGC AC AG AATT AAAC C ATT AGT AT GT GAAT CT GC AAAAAG AG AA 
CTTGTTTT AG ACT CTTCT AC AGTTT AG ACTT C AAT GT GC AT ACT AAAT GC AT AAC ATT 

25 CGT AT C AAAT AATT AAC ATTT AT AT AC AATT A AC AAAT AAGG AC AAATTTT AT AC AA 
AACTT CT ACT ACT GCT AT AATTTTT G AAAAC ATTT AACC C ACT AGC A AG AGGT AAG A 
CAGCACTGCCTTTTTAAAAGACAGGTCACTTGAATAGAGAATATAAGATATAACCA 
T AAGT AGG AGT AT AAAC AAT AATTTTTCTT CTT GT GG AAT GTTTTT AAATTTCCTTT C 
TT AT ATT ATT ATTCTTCCTT AGGTTTTTTT AG AC AGGT C ATTT CTTCCT GAAT G ATTTT 

30 CCTTTTTCTTTT ATTTTT ATTTTTT G AAGG AGG ATT ATTT ACT GGT GGTCT AAAAG AA 
GT ACCTT C AACTT CTT CAT AATT GT AGCC AAAGC GG AAAT GG AAT ATTT AAT AATT C 
TT AC ATCTC ACT AAT GT AGT CTTCTG 

BRMX.5143Cln2(2)_at (SEQIDNO:65) 
35 AAT AATT AT AAAGTTT ATTT AAAT GTT G ATT GT C CCA AGGTCT AC AGTTT CTTTTCTG 

TT GT GT CAT C AGT G AC AAAG AGT AAA AAAAAGG AAACT C CC AT ATTT AGC ACTTT A 
GAGTAAAACACATGGATCATCGTTATTAACAGTCCTCTGGGCGTGCTGGAGCTCACT 
GAGAAGGCTTCTATTTTGAGCTTGGAATGTTGTGCTGAGCTGTGCAGCCTGTTCCTG 
CATCTGTTGTTCCTGCATTTTCTGTTGCTCTGCCAGCCAATTTTGTTTGGCTATCTCC 

40 ATTTAACTCACTTGTTCCTGATGGAGTCTCTCCCTCTCCTGCATCATTTGCTCGTTCT 
GCCTTTGAATCGCCGCCAACCTTTGCGCTTCAGCCTTTTCAGCTTCTGCTTTCACTTG 
TGCCTCT G AGG AG A AAAAG AT AAT C 

Hs633116.0Cln30_at (SEQ ID NO:66) 
45 GT GT C AAC ATTT AT GCTCCT AAAGG AT GTT GGGT C AA AT GAAAT GTT C CT C ATT GTT 

TCTCTCTCTTGATCTCTCCTTCACTCCTTCTCTTCCTTGCAGGATCTCCAACTCCTTCA 
TAAGGGCACTCTGTGTTACCCCTTTAAACAAAATAAAGAAGTCCTACATTCTGCCCA 
GATTTTTTT C AGGCTCC ACC AAAGGGTT GGGT GAATT AT GGCCC AAAAGTT GGTGAG 
GAT GAT GGTGAACCTTCAATC ACCTT C AGT CTCCC AACC AAC AAT GGT CAT GGCTTG 

50 TTTTCTCCCTGGATTACATGGAGAAAATCATGCCCTACTTTTTGGACCTGTTGCTTCT 
ACATTTGTATGGTAACTGTGAAACCATCCTAATGAACAGCAAACATTAACCACTAC 
AT AAAAT GT AG ACTTT GAAT A AAAAC AC AGCT AAGT ACT AACC AGCTT GC CCTTT A 
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AGCCAATTCCCTGTAGCTACTTACAGCACGACTGTTAGCTCCTTTCCTTATAGTTTCT 
T ACT GCCTT AAAGT C AC AT AG AT GT GGT C AC AAGGC ACT AACTT C CCTT AGTT ATTT 
CT AT AAG AT AAT AT AT GT AAC GTT GGC A 

5 BRSA. 1606Cln4(2)_at (SEQ ID NO:67) 
AGT GC AG AG AGG AT GAG AAT AT CCTT CAT GGGGTCC AGTTCC AAAT CT G AAGC AT A 
ATTTCC AACC AT C AAAATATTGGAAAT AGGAAT GCCT AGC ATTTT ATGGAC ATTC AT 
GACCCGGCTTTGAGAAGTCATAGATCTACTCATGTTTAAAAAGTTGTCTTGAAGAAC 
CT C ACTGC AAT CAT C C ACTTT AGT AAGC AAGGCC AC AT ATGCT AT AC C AC AGTTT AA 

10 T ACTT CTTT GT G AACTTGCTT C ACTTTT GCC AAC ATTTT AG AGT AG AG ATT GT C AAT A 
G AGTT GAT GT CT AAG AC AT AAGC C AC AC AGT G AATCCT GTCCTT C AG AG AT GG AG A 
GGT GAT AAAAGT AG AAT GCT C AGGT GT AATT GGTTT ACGGG AATT AAACT GTT AT A 
AAAACATAAGGTAACATTCAGAAATCAGAGAGCCTCTGTTTAACCCTTAAAGACAC 
AATTAATGCTTCTAATACTGTAACTACTGATCTCCCTCTTTCTCCTCAGCTACTCTTT 

15 CCCCAAACAGTAGCACCTCCTCTTTACTTCCTTTCTCACTGGGGGGCATAATGCCAC 
CAACTTTTTTGTACAAAGTTCCCTTTTTAATG 

BRAD.41047_at (SEQ ID NO:68) 
TT AT CTT AT ACT AAATT C C AAC AT GT ATCTG AGTTT GCTTCT AG ATTTT CT GTT CT GT 

20 CC C AGT GGTT GGAT ATTT CTT CAT AC ACGT CT AT CAT ACTGTTTT GACT AT AG AGGCT 
TTT C AGT GT C ATTT AAT AT CT GT GAT GGC AAT C CCT ACT C AA AGCT CTTT GTTTT C AG 
T GTTCCT GT ATT GCTCTTTT GTT AAT C CCTT AAT AT AAAAGT AAAT AAT A ACCC AGTT 
GGC AT ATT ATTTT GAT G AC ATT AAATT GGGG AG AAT AG AT ACT GT G ATTTTT G A AGC 
TTCCT AC AAAT AT GAT AT GCTTTT C ATTT GT GC A AGT ACTTT AGT AT AAT GTT AACT G 

25 GTGGTGGTAATGGAGGAAATTCTGTCATGTTCCTTACTTTTAGTTTCCTCTAGCGCTT 
TCT ATTTTTTT ATTTTTTTT C AG AT GG AGT CTT GCTCTGT CTTCT ATCC AGGCT G AGGC 
AGG AGG AT C ACTT G AAC CC AGT AGTT C AAGGCTGC AGT G AGCT AT GGTT AC AC C AC 
T GC ACTCC AGCCTGGGT G AC AG AGC AAG AT GC CAT CTCTT AAAAA AAAAAAAAA AA 
A 

30 
BRAD.4420_at (SEQ ID NO:69) 
GTT AAT AT CTTTTTCGTTT ATT GT CT GT CTCT G AAGGT AGGG ACTTT GCCT C ATTT AC 
TGCTTTT C AGTT CTT GG A AC AAT GCTCGGC AC AT AGGC A AT C AAC GAAT GTTT GTT G 
AAT AAAT G ATTTTTTT CTCTGG AAATT GT C AAAAT CT GC AT G AGGT GT AT C AGGCC A 

35 GCC ATT GT C AGC CT C AGTTT AG AGGC A AGG AAAT AGGTT C AG AAAGGTT C AAGG AC 
GT GCT GAAGT C AC AGGGCGAGGC AGC AGC AGAG AGCCT GCTTGTT GAGAGCC AAGT 
CTTATGGGACTTGCCTCCTTCTCTCCCACTGAGGCTGGGGACACCAGGTGGCCCAGA 
GGC AT GT GGAT ACCTCC AGT GGG AGGTT AGG AG AGT GCT AC AC AG AAACT CT G AGT 
TCT A AC ACT CTTGGG ACC AT AAAAAAT GG AAC AAGT CT GGGC AT GGT AACTC ACGC 

40 CT GT AATC AC AGT ATTTTGAGAGGCT GAGGT GGGAGGAT C ACTT GTGGCC AGGAGT 
TCGAGGCTGCAGTGAGCTATGATCCTGCCACTGTACTCCAGCCTGGGCAACACAGA 
GAG AC CT C ACTT CTTT A AAAAAAAAA AAAAAAAAA 

45 Hsl37007.0Cln9_at (SEQ ID N0:70) 
AGG AG AAAGGG AAGT C A AAT GT CTCGTCC AAGTCT AC AC AGCT AAA AAGGGGC AG 
AACT AGGGT G AC GCT C AGGC CT C ATTT AG AG ATCGGGGGTT GGCG AG AAGT GGGGT 
GGGCTTCTGGAGGGGCTGGGAGAGCCCCACAAGGCTGCAGAGGGTGGTGAGCCCG 
GAGTGGGCCTGGCCTGGTGTGGGCTGGGGGTATGGGCAGGAGCTGCAGACAGCAG 

50 GGCTGCACCAGCGGACCAGTTTCAGAGGCAAGGGTTCTAGGCCCTTGAGAATCCAC 
AGTGCCAAACAGACCCAGATAGCTACGGGGTTGGTACCTGGGGAGGCCTTAGGACA 
GGC AGAAAGTCCC AGAGGCGAGGGCGTT GCCTGGGG ACGTTTTT GCTCCCTGTCCT 
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GCTGACAGAGCATAGGAAGTGTGAATGTTTTCTACCCCCTCCTCTCTCGGCTCAGCA 
GAGCTCCAGCGAGCCAAGTCCTTGTCTGTGGAGACGCATCAGTCCCTGGCTCTAGG 
GAAT AGGG AGTCC C AC AG AC AGGGGGGT GT C AGC AAGCTG AG AGGGT CTGT AAGT 
AGGT ACGG AATT G AGT C AGG AAAC AGT CT GGGT GT GG AGT GAG 

5 
BRSA. 18050Cln3_at (SEQ ID N0:71) 
T GC AAAAAGCC AA AAAAAGC AGCTTTT AAC ATT AT AT C ATT AT AT C AC AATTTT G AA 
ACATGGGNNNNNNNNNNNNNNNNNNNCCATTGTGTGGATAAAATGGTCTCCGTGA 
CATTGAGCAGAGTGTTATCNNNNNNNNNNNNNACATTATTGCACAGAGATTTCTCA 

10 T C AAT GTT CTT C AGTTTTT AT GT CTTTTC CT AAAT GT GAAT AAGT GCT AT GGAT AAAA 
T AC AAAT GT AG AAAAT AAC AGC AGC AT G ATTT GT C AAAGTT AATCC CT AT AATTT A 
GT AAG AAAAA AT GGAT AT AAAC AAAAT AAGT GCTCTTTCT AAACTGT ACT AAATTT 
T C AAAAAT ATT GTTTT AAT GC AGT G A AGGT C CT G AAAAGC CT ATT G AAAGC GAT GC 
T G AGT C CT GTTTT C AAA AGT GTCCTGTTT GGGTTTTCTT GGT GAAG AGC AG AATTT C 

15 AAGT GAAGT AATCGACGGACT AATTT AAAAC AAAAC AGCCCTCGGCTTCCCTATT G 
GCCTGTGAGGGCACCGGCTCCGGGACCCTGACCTGGGAGGCAGCGAGTGGTGGGG 
GTGCCTGGCCCCCATCTACACGTACACAGGCTGGCCAA 

BRMX.2948C3n7(2)_at (SEQ ID NO:72) 
20 GCACGTCTACGGGGCTGGACAGAGTGTGGTTAACCGGGGAACTGGGCAAGCCGGC 

GCCGAGCCTGCGTCAGCCGTGCAAGCCGCTCCTTCAGGAACTTCCGCTTGTCGCTGG 
TGTCGCTCCGCTCCTTCAGGAGCCAGCTGTAGGTGTCCTTGTCCTGCAGGAGCTGCA 
GC AT GGCCTTCT G AAGCTGCTGGC CGT ACGT CT GG AGC AT GAAG AACT GGAT GAT C 
AAAGGGATGTGGCTGGAGATGCGCTTGCTGGCCTCCTGGTGATAGGCCATCAGGTG 

25 CTGAAAGATCTCCTCCATGGAAGAGTCTGTTGCCGAGCTGGACTGGAAAGCCCCAA 
AATCCCAGGATTTCTTCTTCTTTTCTTCTTCCAGCTCCTTCTCTCTGACCTTCTGCAAT 
GCACCCCTGTATACCTGGTCCTGGCAGTAGACAATCTGTTCCATCTGGAAGTGGAGG 
CGGATCAGCTTCTCACCTTCTCTCTCTTGTTCTGCTCTAATGTCTTCAATTTTGGACTT 
GGC GGTT CT GT GG AGGTT AAAAA ACT CTT C AA AATTTTTT ATCGCC AACTTTTTT GT 

30 AC AAAGTT GGC CTT AT AAAG AAAGC ATT GCT 

Hs43047,0C4n40_at (SEQ ID NO:73) 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

35 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTAA 
AAAAAT AT GT ACTGCTT ATTTT GTT AGC AT ACTTTT AATT AT ATTCTT ATT CTTTCT A 
CCCCTCTCAAAATGTATTTTTCCAGCTTGCCATTTAATTGGTAAACAGCTGTAAAGT 

40 T C AAAC GT G AA ATT CTT AAAGCT C CCT AG AG AC AT AC AC A AT AACTT CT GTGGC AT G 
GACTTTT CTCGGC ATT AAAAAAAT CT AGT ACCT CT CTTGGCC AGAACCCCT AATTTT 
ACACTTTATGGTGTTGCGTCGTTTTTCNNNNNNNNNNNNNNNNNNNNNNNNNNNNT 
T ACT GGC AAGTTTTTCCTC C AAAC AGTTTT CT AAT C AAGT CT AAT AAGTT 

45 Hs926.1C10n7_at (SEQ ID NO:74) 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGATGAGCCAG 
GCATGGTGGTATGTGCCTTTAGTCCCAGCTATCTGGGAATNNNNNNNNNNNNNNNN 
NNNNNNNNNNNTGACGGCAAGAGCCTGTCTCTGNNNNNNNNNNNNNNNNNNNNN 
NNNNNNNNTCTG AT C AGTT AAAT GAAT AT GG AAACTT AAT CTT GT ACC CCTT AC CTC 

50 CC AAGC AT AC AGCC AC AGTTT ACCGTT GGAGGGAT CTTTCC ACGGAGGTAAAC AGT 
GCTGTTTTCTCCAAGTGCCAGAACAAAAACACAACAGCACACACACAATGAGATGG 
TTTGGCTCTGTGTCCCCAACCAAATCTCATCTCAAATTGTGTTTGGCTCTGTGTCCCC 
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AACCAAATCTCATCTCAAATTGTGTTTGGCTCTGTGTCCCCATCCAAATCTCATCTCA 
AATT GT AATCCC C AT GT GT C AAG AG AGC A ACCT GGT GGG AGGT GACT AGGT CAT GG 
GGGT GGTTTTT CT CAT GCTGCTCT CAT GAT GGT AAGT G AGTTCTC AC AGG AT CT GAT 
AGTTT AAAAGT GTTT AGGGGCTGGGAGC AGT GGCT CAT 

5 
Hs528836.0CB6n98_s_at (SEQ ID NO:75) 
GGGTGAGGACCCACAGCTCTGATGTGGGCGCTTCAGGCCATGGTGGAGCTGAGATT 
CAGGTTGGCTTTTCCCCTCAGCTCCCAGCTGGCTGGTGAACCCATCATCATAGCCAA 
AAGT ACT C AGC AGC AGC ACCTCCAGGTCCAGAGGCACCTCC AGCT GC AT GC AC AC A 

10 CAATGAATGAAAGACTGCCAGGTGTCCGAACCCTGGACATGCAGCTTGTTGAGTTG 
CAGGATGACTCTCTGTTCAGGGTCCAAGGTCTCGTTCCTGGAATCCAGGTCCGTGTT 
GGGG AGG AAG AACTT CAT CTTGGC GTT C AGC C ATTCTGGGT CTTT GGT G AGC AGCCT 
C AC AAG AC AGCTCC AC AGGTTCTT GTT GCC G AGCT GG AGGC C AAC GGGGTCC AT G A 
GGAGCCAGCCTTGGTCTCCTCGTTCATGATAGGTGCTCTAGGGTCCCCACGGAGAG 

15 GGT CT CAT GGGT GTCT GGGCT AT GT GT GC CTT G AGCTGG ATT G AC AGGTT GTTT C C A 
TAGTGCAGACTCCCTCAGCGCTCGCGGCTCCTCCGCGCTCTGCACGAAACTGAAAGT 
AGAAGCCGCCGCCTAGAGCTGCTCCGCCAGTGCAT 

BRMX.7284Cln6_at (SEQ ID NO:76) 
20 T GGC AAGG AC ATT GTTTTT GT CT AGT GT CT C AAGCTT CTCT ACC A AG AG AGT CAT AT 

TTCTTATCTCCACCTCCAGCTGGTCAACAATTTCTGAGCTTCCACCAAAACTCTCCTT 
CAGCTGTATGACCAGTTTTTCCATCTCCTTCACTTCTACCTTGATCAGCTCGAAGTCC 
AGTT C AGT GT AAG AAAT GGT ATCCTTCTC CAT GAT GT C AATTCGG AC AGTT AGGTTT 
AAC AGTTTCTTTT CAT AC AC ACT AATT AATT GG AC AT ATTCC CT C ACTTT AG AAAGTT 

25 CTTT CT C AAACTT CT GAGAAAGAAC AT GAGCTGT GAATTCC AAGCGTTCC ACTCTGT 
CC ACGGGAAAGGT GGTGT CT GGC AGGGAAAC AGAGC ACTGGC AGGTCCC ACGGT C 
ATCCACGGAGCCGGTGAAATTGGAAAACAACTGGGACACAGAACCTCCGCTGCCTA 
AGCTGCGGCTGGAGCTGGAGCCCGACCTGGAGCTGGAGCTGAAGCTGGAGCTGGA 
GT C AAC ACCT GGGAAAGAGCT GAAGCCGGGGCTGGG AATT GGAGGTCCC AC ATCCC 

30 CCAAATCCCCTGCAGCTTGGCCAAGGAAGCCAA 

BRADl_19751014_at (SEQ ID NO:77) 
TCTTTT ATT G AA AG AAAAAAC AAT AC AAT GG ACTTT AAAAAGCT AC ATTT GTT AT GG 
TT CAT AAGG AC AG AGGTTT AC AC AGGTTTT AT AT AT GT AC AC ACT G AC AAT ACT AT A 

35 T C AC AAC AT C AG AGGC ACC ATTTTT GC C AC AG AATT AGGT AAT GAAT AAAACTTCTC 
C AAATT AATCTGTTT AAAA AAT AT CT AAAAT GGT AC AGT AT ATTT G AGG ATT AT AT A 
AAT AT GT GAG AC AT ATTT AG AT ATTTTTT AAAAAT AGT GTTT AT AT AT ATGC AT C AC 
AAT CTTCTCT AATTCTC AAAAT ATT AT GGC ACC AAAATT CT GTTT GT C AAAT AAAAC 
ACAAGATGCTGTAATATGTATCCAAGCACCAGCTTAGCACAGTATTTAATTCTCCCC 

40 CAAACTGAAAGACTGCTAACAGGTACAAACTGAACTGAATATTTCACACAACCATT 
GAAAT AATTT AGGCC CT C AAATTTTTTTTTT ATT AGCT G ATT GTTTTT AG AG AAAAA 
AGAGGGAGCTAAACCATTTACATTAATGTTGCTCTGTGTGATAGAATCAATCCTAGG 
GCT C AG AGAAGAT ATTCCTAGGC ACT GGAGA 

45 BRMX.13502Cln6_at (SEQ ID NO:78) 
T C AAACTT GAAT CNTTT AAATTT ATTTT CTGCTT AAGC AGGTTT G AGTT GGGTTTT CT 
ATTT GC AAT AGC AAAAGTCCT GACT GGC AAGGTTT AAAAGTTT GAAGACTCT C AC A 
GGT AAGT GC AGCTC AGG AT C CT GT G AGT GC AGC AG A AAGTCTT AAG AAAT GGC AGG 
GGCTGGTTGAACCCAGATTTTCCATTGGCTGAGCAGATATCCCCAGAGGCGTAGAA 

50 AATT AAATTT GTTTT AT GTT GTT C C AAA AG AGG AG AACTG AGGCC AG AGG AGC AC A 
CTTCTGAGACACTCATTTTTGCTGGGTAGAGGAACTCTCTGGGCAAGCAGGACCATC 
GATATTAGAGCAGCTGGCCTCAGGAGGGGAGTAAGAGCCCCATCCCTGAAGGTACA 
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CAAGTTGTGGCAGCAACCATCTGGCCTGCAGTTTCCAGAGGGGAGTCAGGCGTGGG 
GT GGGACT GGAGT GAAC GGGTACC 

BRMX.l 11 lC4n3_at (SEQ ID NO:79) 
5 TTTTTTCTTCTTTTCCTCTTGGGTTTTCCCAAAGTAGAGTTGTTTGCAATATCCACAG 

TATCCATTTTGCCACATGCTTGGTCACTTTCCTTCCTTGCTTCCGGGCTTTCTGGCAC 
TTCTCCTTGTTTAAGACTTAGTTTGATGTCAGGCCTCTCTTCCCTTTCTTTTCGATCAC 
TTTCTT GGAAAG AC AATTT GT CTT GGATTGC ATTTTT G AAGCTTTT AT AAAT GT GAAT 
TAAATCGGGGTATTCCTGCATGTTGACCTCGCTGAACAGTGCTTCCAAAACTGACAG 

10 GTTAAATGTCTTCTCCAGTTCACTGAGAACATTGTACACCACTCTTTGTACAGGGAC 
CAGGTTTCTACAAGAATCTTCAGAATCTTCAAACATTTTATTTGTGATGAGTTCCCG 
ATCGCGGAGGCCCTCAAGGAATGGAAATGTCTTTTTTATTGCATTTGATATCTCCAG 
CTT AT GT CTTTT G AAGT GCTT GAAT AC AGT GT CAT AG AC AAGTCC CT CAT CT AC AT C 
CTGGTCTTCCGTGAACAGCCTGGCTCGGAAGGTCCTACGCCCACGGACTCTCACTGA 

15 TTGCTAGCACAGCAGTCTGAGCCAA 

Hs369056.9C26n3_at (SEQ ID N0:80) 
CCTTCCCCATTTCTCACTTTCCACAGGTGGGATGTGGCAGTCCTCATGGAAGACTCT 
TGAACAAGTGTCGCAACAGAACAGCTCCCCTCCGTCCCGGCACACCTCACACTCAT 

20 CC AAGTTT CT CAT CTAG AAGGT AAAAC AGTGTCC ACGT C ACT GGGAAT C AC AAGAT 
TCAGGAAGGCCACCCCTCTGGGCATCTAGAACACACTGCTTATGTGTGAGCCTGTAT 
AG AC AGGC AT AT GCTTCTCCCT GGG AT AT G AAGG AAAAAT ATGGC AT GG AG ATTT C 
AG AAC AAATCCT GGT CT GC AGT G AAGTT C AGG AGG AAGGGGT AT AT GT C AG AAT AA 
AAAC GTTTTCCTT AT AA AACC AG AG ATT AT G AC AC AG AAAGC CT AGC AAC AAAGC A 

25 AG AGG AT GAT CTT AT AGG AAT CT GAAT AATT GT ATT AT GCT GC AG AT AAAAC C AGG 
TTTT G AAGT AAAAGT GTT AAAT C C ATTT GTCT AT ACT AC AAAT C A ACT CAT G AAAGG 
GAGACCCAGAGAATTACATATGATGGAATAACCTTCTAAGATATCATCACATCCCA 
T ATT CTTGGC CAT AAGTTCC CC AT G AGTT GAAG AC AG 

30 BRMX.24432Cln2_at (SEQ ID NO:81) 
GTGGCTGTTGCTGGCCCCACCTCCGCTTATGTCCTTAACATGCCTCAGGTGGTTCAT 
CCCTTTTGGCACTCATGGTGCCCCCTGTGGGCTGATACAGGAGTGAGTCTACTGTGA 
AGGC ACT C AGT AT AGT GG AA AAAAC AA AT AT C AAC CTCCTGCTTTTTTT C AGT GT AA 
AAACTAT AAGCTCT AT GGGAGTTT CT GC AGAT GGT ACC AT AAT GGCCTGAGGGAGG 

35 AGTATCACAGTCACAGAGTATTGGTTCTCTCACTGCATAAGCCATGGTTTTACCCAC 
CTT C AC AGGCT AAAGGT GCTT CAT AAC CTT GTT CAT GT ATT G AGGTT CT GTT GGCTCT 
T GT AAT GGT AATTT C AC AT GT GGGC AGTT GTT CAT ATT GAT GTTTCT AT AGGGGT AT 
GATAGCTGGAGAGGTCTGCGCCACTGTCTTGCTCTGCCTTGATCANNNNNNNNNNN 
NAACAAGAATTTGTCTCCTCCTAGTTTTTCTTTTTCTCTTAACCGACCTAGGTTTAGC 

40 CTTTTAATCCTTCTCCCTCCTCTGCTTCTAATGTCATTGTTTCTTTGTATGCCTATCAT 
AT CT AC AT GCT AC AT GACCTT C AGCTGG 

BRRS.17773_at (SEQ ID NO:82) 
AGTTTT AAGG AAAAATT GT AT G ATTT AAAAG ATT AT AAAACTTT ATT ACTG GGCT AT 

45 TT AC AC ATTTT AATT GTTTCTC AT AAAAT AT AT AAC ATT AC AAT ATTT AT GG AAGT A 
GGAT ATTTTT GT AT CAT AT GT AC GAT GAT AATTT AT AGGGT ATTTT AAAT GAT GTTTT 
TT AGC CTCCTT AAGTTTT AAGT GG ATCTT GC AA AT G AA AAC AAGT ATT ATT G AGTTT 
G AC AT ACTC AAATT GCC C AAAT AT C AGCTGTTT AAAC A ACC AAGT CAT C ATT GAT AC 
TTT AGT AA AGGTT AGT AAAT GT CAT C AAAGGCTT ATTT GC AGTTT AC AGTTTTT ATT 

50 ACTT AGGAGACTT AAGGAGT ACCTGCC AGGTTT GTCC AT GCT AAT GCT ACGATTTTG 
TTTTT GT AGTT C AAC CAT ATTTT GT AT GG AG AT ACTTT G AGGCT CTGT AAATTT CTGG 
TTACTCCTCAGAACCCACTAGATTTAGCATTTCATGGATGACTTGTGTTTGAACAAT 

81 



T ATT ACT AT AAT GGTTGCC AG AT G ATT ATTTT CTT ATTCTCTT CTTTGTTCT AC AT GG 
AGAAATAAAACCAATAAATAAGGGAGA 

BRAD.10849_at (SEQ ID NO:83) 
5 GT GCC A AT GT G AAGT CT GG ATTTT AATTGGC AT GTT ATT GGGT AT C AAG AAA ATT AA 

T GC AC A AAACC ACTT ATT AT C ATTT GTT AT G AAATCC C AATT AT CTTT AC AAAGT GT 
TT AAAGTTT G AAC AT AG AAAAT AATCTCTCT GCTT AATT GTT AT CT C AG AAG ACT AC 
ATT AGT GAG AT GT AAG AATT ATT AAAT ATT C C ATTTCCGCTTT GGCT AC AATT AT G A 
AGAAGTT GAAGGT ACTTCTTTT AGACC ACC AGTAAATAATCCTCCTT C 

10 
BRAD.10890_at (SEQ ID NO:84) 
AATGCTTATGTCTAAAAGAGCTCGCTGGCAAGCTGCCTCTTGAGTTTGTTATAAAAG 
CGAACTGTTCACAAAATGATCCCATCAAGGCCCTCCCATAATTAACACTCAAAACT 
ATTTTT AAAAT ATGC ATTT GAAGC AT CT GTT G ATT GT AT GGAT GT AAGT GTTCTT AC 

15 AT AGTT AGTT AT AT 

BRAD.l 1026_at (SEQ ID NO:85) 
CT GGGC ACCT CT GGG AC AGC AAAA AAAACT GC AG AAT GC AT C CCT AAAACTC ACG A 
GAGAGGCAGTAAGGAACCCAGCACAAAAGAACCCTCAACCCATATACCACCACTG 

20 GATTCC AAGGG AGCCAACTCGGT CT GAGAGAGGAGGAGGT ATCTT GGGAT C AAGAC 
T GC AGTTT GGGAAT GC AT GGAC ACCGGATTTGTTTCTT A 

BRAD.12809_at (SEQ ID NO:86) 
ACC AT GTT CAT CTT GTCCTCC AAGTT AT GGGGG AT CTT GT ACT G AC A ATCTGT GTTTT 

25 CCAGGAGTTACGTC AAACT ACCTGT ACT GGTTT AAAT AAGTTT ACCTTTTCCTCC AG 
GAAAT AT AAT G ATTTCTGGG A AC AT GGGC AT GT AT AT AT AT AT ATGG AG AG AG AAT 
TTT GC AC AT ATT AT AC AT ATTTT GT GCT AAT CTT GTTTT C CTCTT AGT ATTCCTTT GT A 
T AAATT AGT GTTT GTCT AGC AT GTTT GTTT AAT C CTTT 

30 BRAD.14326_s_at (SEQ ID NO:87) 
GATGGCTGGTCTGCCCCCTAGGAGACTCCGTCGCTCCAATTACTTCCGACTTCCTCC 
CT GT G AAAAT GT GG ATTT GC AG AG AC CC AAT GGT CT GT GAT C ATT G AAAAAG AGG A 
AAGAAGAAAAAAT GTATGGGT GAGAGGAAGGAGGAT CTCCTT CTTCTCC AACC ATT 
G AC AGCT AACC CTT AG AC AGT ATTT CTT AAACC AAT C CTTTT GC AAT GTCC AGCTTT 

35 TACCCCTA 

BRAD.15436_s_at (SEQ ID NO:88) 
GGC AT GG AGC AT CT GT AC AGC AT G AAGT GC AAG AACGT GGT GCCCCTCT AT G AC CT 
GCTGCTGGAGATGCTGGACGCCCACCGCCTACATGCGCCCACTAGCCGTGGAGGGG 

40 CATCCGTGGAGGAGACGGACCAAAGCCACTTGGCCACTGCGGGCTCTACTTCATCG 
CATTCCTTGC AAAAGT ATT ACATCACGGGGGAGGCAGAGGGTTTCCCTGCCACAGT 
CTGAGAG 

BRAD.l5833_s_at (SEQ ID NO:89) 
45 G AAATT AG AGT CCT AT ATT C AACT AAAGTT AC AACTTCC AT AACTT CT AAAAAGT GG 

GG AAC C AG AG ATCT AC AGGT A AAACCTGGT GAAT CTCT AGAAGTT AT AC AAAC C AC 
AGATGACACAAAAGTTCTCTGCAGAAATGAAGAAGGGAAATATGGTTATGTCCTTC 
GG AGTT ACCT AGCGG AC AAT GAT GG AG AG AT CT AT GAT GAT ATT GCTG AT GGCTGC 
AT CT AT G AC AAT GACT 

50 
BRAD.19080_s_at (SEQ ID N0:90) 
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TT AG ATTTCC AGCTT GT C AC CTT C AAGGTT AC CTT GT GAAT AGG ACTTTTTT G AGCT A 
TTTCTATCCAGTTGACTATGGATTTTGCCTGTTGCTTTGTTTCCACCAACTCTCCCTG 
AAGATGAGGCGCACAGACAGACAACTCACAGGCAAGAACAGCCTGGTCCATCTTG 
AAAG ATT CT C AAG ACT ATTCTC C AC AAG 

5 
BRAD.2707_at (SEQ ID N0:91) 
T GTTT AAAAAT GTT GT GGGT AC AT AGT AT GT GTT GT GGGT AC ATCGT AT GT GTT GT G 
GGT AC AT AGT ATN GT GGGGTCC AT GAG AT GTTTT GAT AC AGGC AT GC AAT GT G AAA 
TAAGCACATCATGGGGAATGGGGTATCCCTCCCCTCAAGCGTTTATCCTTCAAGTTA 

10 TAAAAAATTC AATT AC AGTCTT AGTT ATGTCAAAATGTAC 

BRAD.27716_s_at (SEQ ID NO:92) 
ACC AG AATTT ATGG AT G A ACT G ATT GCTT AT ATTTT AGT C AGGGTTT AT AAAT GT AG 
AT GGT C AAATTT AC ATT GCCT AGT GAT GG AA AATT C AACTTTTTTT G ATTTTTTTTT C 

15 C AAT ATT AAA AAAGGCT CT GT AT GC AT GGTGGG 

BRAD.28628_s_at (SEQ ID NO:93) 
AAG ATTCCT GT GT ACT GGTTT AC ATTT GT GT G AGT GGC AT ACTC AAGT CTGCTGTGC 
CTGTCGTCGTGACTGTCAGTATTCTCGCT ATTTT AT AGTCGTGCCATGTTGTTACTCA 

20 C AGCGCT CT G AC AT ACTTT CAT GT GGT AGGTT CTTTCT C AGG A ACT C AGTTT AACT A 
TT ATTT ATT GAT AT AT C ATT ACCTTT G AAAAGCTT CT ACT GGC AC AATTT ATT AT 

BRAD.28643_at (SEQ ID NO:94) 
TCTCCTCTCATCTGCATTTCTCAGAAATGCCCTCCCTGCCCAGTGGTGACTTTCCCTC 

25 GTCACTCCTATGGAGTTCTACCTGGAGCCCAGCCATGTGTGGAACTGTGAAGTTTAC 
TCCTCTGTAAAGATGGTTTAAAGAAAGTCAGCTTCTGAAATGTAACAATGCTAACCC 
TT GCTGG AAC CCTGT AAG AAAT AGCC CT GCT GAT AGTTTT CT AGGTTT AT CAT GTTT 
GATTTTTACACTGAAA 

30 BRAD.28663_s_at (SEQ ID NO:95) 
G AATTTTT CTCT ATTT C C AGC ACGCTG ATTT G ATTT AAAAAT GT AAT AAG ACC A AG A 
GTT GG AGT AAAG GGAT ATT C ATTCC AT GTT AAAAGT GGCTT CAT AGCT ACT G AC AA 
ATGTCTGAACTATTGTCGTGCCCTTCAAAACTGGAGTTTTCTAAAATAATCTTATTTT 
T AT ACTT GT AT GTT C C AGC A ATTT AAG AT AT AT ACC ATT G AAAGGG AAAT 

35 
BRAD.29038_at (SEQ ID NO:96) 
GGCTGAGCAAGGCACATAGTCTACTCAGTCTATTCCTAAGTCCTAACTCCTCCTTGT 
GGT GTT GG ATTT GT AAGGC ACTTT ATCC CTTTT GT CT CAT GTTT CAT C GT AAAT GGC A 
T AGGC AG AG AT GAT ACCTAATT CT GC ATTT G ATT GT C ACTTTTT GT ACCTGC ATT AAT 

40 TTA 

BRAD.30917_at (SEQ ID NO:97) 
AACGCAGGCCGCTTTATTCCTCTGTACTTAGATCAACTTGACCGTACTAAAATCCCT 
TTCTGTTTTAACCAGTTAAACATGCCTCTTCTACAGCTCCATTTTTGATAGTTGGATA 

45 ATCCAGTATCTGCCAAGAGCATGTTGGGTCTCCCGTGACTGCTGCCTCATCGATACC 
CC ATTT AGCTCC AG AAAGC AAAGAAAACTCG AGT AAC ACTT GTTT G A 

BRAD.31470_at (SEQ ID NO:98) 
TCATCTCCGTATTCTTCAGCTTCATCCAAAACTGACTTAGAAGCCTCCCTTGACCCTC 

50 ACCTG ACT ATT C AC AGGTT AT AGC ACTTT AT GTTTTT C AGTTCTGTT ATTTT AATT GG 
TGCCTCT GTTT GT GAT CTTT AAG AAC AT AA AATT CT GGC AAGT AACT ATTT GCT A 
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BRAD.32716_at (SEQ ID NO:99) 
CACTTTGCAGCCTTGAGAGGTGCAGAAGAGACACCGAGGGGTTCACCACCAGAGCC 
ACC ATT GT C AGAGAGGCGTCC AGCT GTGTCC ACCT GGGACTCTGCCTT C AGGGCTTC 
TTGCCTGGCTGGGAGCTGCACAGGCAGACTCCTGGGACGGTGTGCCGACAGCTCTG 

5 GGCACCCCCTTCTAGGATCTGATTCCTGAGGAATCACAATGTGGATTTCACAATCAC 
TTCC AGT GTCTTTT GCC AACCT CT GTG AAC AGAT GT 

BRAD.33042_at (SEQ ID NO: 100) 
AAGTTT GC AC AGTT CT AG AC ACG AT AAAT AC AT GT GAAAT C AC AC AACT C AG AAAA 

10 T GT C CCTT AAATT AATT G AGC C ATT GGT ACTT GT G AATT AG AAG AG AC ATCT AT GTT 
CT GATCC ACTGTT GAAAGCT GT AC AAT GTT ACCT ATTT ATTT GC AGAC ATCCTTT GG 
AAAC AAAT AGGT AG ATTT GC AAC AAAT AAAG AGTGG AGT AC AGCT GCT G AC ATT AC 
CTTGT AT ATT CAT GCCTTT AT G 

15 BRAD.33341_at (SEQ ID NO: 101) 
GACTGC AC AGC AGC AAG AC AG ATT GC CAT GG AGC AT GTT GT GCC C AACT AGGG AC A 
GCGCAGATAGATTCTGTAATTTGCCTAACAATGTCTATAGGATGATCCCATTTGTCA 
AAAAA AAAANN G AACTGGGCTTT ATT GAT GT C ACCT AAAT GC AC CT AAACTTCTTTT 
TTGCCCCATGCTCTTCTGTACTCTTGATCTTTCCCCAAATTTTTAAAAACATGACACT 

20 CATTCCCTTATTTTTCCTACTTAG 

BRAD.33405_at (SEQ ID NO: 102) 
TTAATTGCTTTCTCTCACCAGGGAAGGTGTGGGAAGGACTTGTGAAATACATATTCG 
AGGAAAAACTATGCACAAGGCCGTGCATTTAAAAATAAACTCCCTAAGGCTGGGGT 

25 G AAAC CTGCT ACGGT CT GCGC AAGTT G ACTGTT AAT G AATTT G ATTCTC AGGT GT G A 
GT G ATT AAAAG A AC ACT GAT CAT GT C ATTTT CTTTTT GGT C ACT AATT C CCTCC 

BRAD.3343 l_at (SEQ ID NO: 103) 
GT C ATCC AG AGTT AT AAT GGC CC ATT ATCT AAT GGT C AG AGTTT ACTT AGGCTTT C A 

30 CTACTTCCACTGCCCACTTGAAACAGGGAAAAATATTTTCCCCCCGCGCTGTGAGTG 
TGCT ATTT AG AGCT G ACC AC AAGC GGGGGG AAG AG AGG AT GGCTCGG AT GCTGC AT 
TTCCACTGAGAACACAAGGCTGGCAAAGCTTGTCTGCTGCCCAGCAAGCACTTCAG 
GCT C AC ACC ATTTT AGGTT C ACTTT AAGT AGTTTCTC AAT 

35 BRAD.35695_at (SEQ ID NO: 104) 
T GG AC AGT GG AC GTCTGT C AC CC AAG AG AGTT GT GGG AG AC AAG AT C AC AGCT AT G 
AGCACCTCGCACGGTGTCCAGGATGCACAGCACAATCCATGATGCGTTTTCTCCCCT 
T ACGC ACTTT G AAACC C AT GCT AG AAAAGT GAAT AC AT CT GACT GT GCTC C ACTC C A 
ACCTCCAGCCTGGATGTCCCTGTCTGGGCCCTTTTTCTGTTTTTTATTCTATGTTCAG 

40 C AC CACTGGC ACC AAAT AC ATTT 

BRAD.35710_at (SEQ ID NO: 105) 
TCC AT GGC AAC AGTCCC AAC AT GTTT GAGACTT C AGCT AAAGG AATGGATGT ATNN 
N GGN GT GT AGTCTT C AGT AT AT C ACT GT ATTTCC GT AAT ACT AG ACTCN AAGNT AT G 

45 CN AG ATN GNTT ATTCC CTTN GT G AANNNGG AGTT GCT C ATT ACGTT CTT GAAAT AT C 
GCACATCCTGTTGGTTCTTCAAAGGAAGCCTTTCCACCAGATTAGTGTTCAAGTCTT 
T GC AGAGG AGACC AACTTTT 

BRAD.37907_at (SEQ ID NO: 106) 
50 AAGGCT AT GCTTT C AAT CTCCT AC AC AAATTTT AC AT CT GG AAT G ATCTG A AGGTT C 

TT C AAAG AC ATT C AAAATT AGGCTTTTTT AT GTCCT GTTTT AAGT G AAAAT ATTT ATT 
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CTTCTAAGGGTCCATTTTATTTGTATTCATTCTTTTGTAAACCTCTTTACATTTCTCTT 
TACATTTTATTCTTTGCCCAAATCAAAAGTGATTCCT 

BRAD.40353_at (SEQ ID NO: 107) 
5 CTT AGC ATT AG AAC ACT C AGT AAT CAT AT G AATT GTGC ATTT GTTT GTTTT GCTT AAC 

TCTTTCTGTTTGTTTATGTTTGGGGTTTTATTGTTGTTGTTTCACTTTTCTCCCATCTCT 
TCCTGACTTGGTCAAATCCAAAGGAATNTTCCAAATTGTGGGGAGCAAGGCATCTG 
AAAT GGCT AAAAC 

10 BRAD.40654_s_at (SEQ ID NO: 108) 
ATGCTATATGCTGTATCCCACCTTTCTCTGAATGTTACATTTTCTCCCCTATCCCAGG 
CT GC AT CT AAG AAA ACT C AAAGGG AAT AT GCT AT CT AT CTTTTCCG AGC AAT G AAA 
GCT CTNGGGTTTTTTCCTTGCTTTT C AGGGC ACN AT ACTT CT CTTT CTTCCTGGTT AG 
ACAGGATAAGTTCTGAGTCCCNTGGTATCATCAGCTTACTTCTTCTCTGTTAAATATT 

15 CACA 

BRAD.4701 at (SEQ ID NO: 109) 
GTGGTCTTCCTCTGAATATTAGCAGAAGTTTCTTATTCAAAGGCCTCCTCCCAGAAG 
AAGTCAGTGGGAAGAGATGGCCAGGGGAGGAAGTGGGTTTATTTTCTGTTGCTATT 

20 GAT AGT C ATT GT ATT ACT AG AAAT G AACTGTT GAT GAAT AG AAT AT ATT C AGG AC A 
ATTT GGT C AATTCC AAT GC AAGT ACGG AAACT G AGTT GTCCC AAATT GAT GT G AC A 
GT C AGGCTGTTT CAT CTTTTTTG 

BRAD.5967_at (SEQ ID NO: 110) 
25 T AT CCT ATT ACT GT ACTT AGTT GGCT AT GCT GGC AT GT C ATT AT GGGT AAAAGTTT G 

AT GG ATTT ATTT GT G AGTT ATTT GGTT AT G AAAAT CT AG AG ATT G AAGTTTTT C ATT A 
G AAAAT AAC AC AC AT AAC AAGT CT AT GAT C ATTTT GC ATTT CT GT AAT C AC AG AAT A 
GTTCTGC AAT ATTT CAT GT AT ATTGG AATT G AAGTT C AATT G AATTTT ATCTGT ATTT 
AGT AAAAATT AACTTT AGCTTT GAT ACT AAT GAAT AAAGCT GGGTTT 

30 
BRAD.770l_at (SEQ ID NO: 111) 
GGG ATTTT G AGCT AT C ATCTCTGC AC AT GCTT AGT GAG AAG ACT AC AC AAC ATTT CT 
AAG AAT CT GAG ATTTT AT ATT GT C AGTT AACC ACTTT C ATT ATT C ATT C AC CT C AGG 
AC AT GC AG AAAT ATTT C AGT C AG AACTGGG A AAC AG AAGG ACCT AC ATT CTGCT GT 

35 C ACTT AT GT GT C AAG A AGC AG AT G ATCG AT G AGGC AGGT C AGTT GT AAGT G AGT C A 
C ATT GT AGC ATT AAATTCT 

BREM.1048_at (SEQ ID NO: 112) 
TT GAAT AG AT CAT C AGT GGCC ACT GAT GT AATT AAT CAT GT CT AT GT AAT G AAGCTG 

40 CC AT AA AAAACC C AGG AGG AC AGT GTT GAG AG AGCTTCT AGGTT GGT G AAC ACTT G 
GGGGTGTCTGGAAGACAGCCCACCTGGAGAGGACACGGAGGCTCTTCGCACCTTCC 
CCCATACCTGGCTCTCTCCATCTCTTCATTTGTCCATCTGTATCTTTTTCATTATATTA 
TCCTTGATAATAAACTGGTAAATATAAGTGTTTCCCTAAGTTCTATGAGCCACCAT 

45 BREM.l 129_at (SEQ ID NO:l 13) 
AGGC CTCT G ATT GC ACTT GT GT AGG AT G AAGCTGGT GGGT GAT GGG AACTC AGC AC 
CTCCCCTCAGGCAGAAAAGAATCATCTGTGGAGCTTCAAAAGAAGGGGCCTGGAGT 
CT CT GC AGACC AATT C AACCC AAAT CTCGGGGGCT CTTT CAT GATT CT AAT GGGC AA 
CCAGGGTTGAAACCCTTATTTCTAGGGTCTTCAGTTGTACAAGACTGTGGGTCTGTA 

50 CCAGAGCCCCCGTCAGAGTAGAATAAAAGGCTGGGTAGGGTAGAGATTCCCATGTG 
CAGTGGAG 
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BREM.l 226_at (SEQ ID NO: 114) 
AT ACGTTTTT C ACTTTCTGACC AGGACC AT GCCTGT GGAGT AGAT GTT GAC AAGAAA 
C ACTG ACC AG AT C AAAAT GT GT CT C AAGG AG AAT GGC AC AATTTT GT GC AAAT G AA 
T C AAGG AAGTCTT ATT GC AC AAG AGT AT CCT GG AACC C AGT GC AATT G ATTTTTT AG 

5 AAAAAT AT AT C AC AT AGGGG AA AAAAACT GG AAT AT GTT G AAGG AG ACGT AT AT A 
AT ATTT AGC ATCC AG ATT GAT G ACTT CTGCC CT AACT AT GC AAT G 

BREM.l262_at (SEQ ID NO: 115) 
CGCTTGAACCTGGAAAGTGGACATTGCAGTGAGCTGAGATTGTGCCACTGCACTCC 

10 AGC CTGGGC AAC AC AGC G AG ACTCT GT CT CAAAAAAAAAAAAAAAAG AAAG AAAA 
AAAAG AGAAAACTCAGAGATTCGT GGAGACTGGAACC ACGGGT GT GGAGAGAGGG 
GTT AGT AG AG AC C AG ATT CTGC AGGT ACT AT AAT GAC ATTCC C AGGCTAAGG AGTT 
TAGATCTT 

15 BREM.130_at (SEQ ID NO:l 16) 
AT CT AC ACC CT C AGG AAT AAG A AAGT G A AGGGGGC AGCG AGG AGGCT GCT GCGG A 
GT CT GGGG AG AGGC C AGGCTGGGC AGT G AGT AGTT GGGG AGGGG AG AAAGT ATT A 
AGCCAGAACCCAAGGATGGAAATACCCCTTAGTGAGTCAGTTTAGACTTCAGGCTG 
TT C ATTTTT GT AT GAT AAT CT GC AAG ATTT GTCCT AAGG AGT C C AAT GGGGG AT AT G 

20 TTTTCCTCCCGTGAGGAAATGTTTAGTTCTTGAGGGAAAAATCCCTAAATCCTCTAT 
ATA 

BREM.l689_s_at (SEQ ID NO:117) 
GGGT AGC AAGTTCACCACAGTGTTAATGGGGGTCCCAAGGTATTCTTCCCCCAGGC 

25 CT AGGT AT AGGGCT ATT ACTCCTCT CT GCTCC AGGT GT AG AC AT AC ATTT AC ATT 

BREM.2334_at (SEQ ID NO: 118) 
T GG AGGGT G AAATTCTG AT AG ACTT G AGGCTTT GAG AT GT GGT CCT GGGGT GG AGC 
AAG AC AAG AAAAGT ACTGG AG ATT GGGGTTT G AGG AGT CT AT GC AATT ATTTTT AT 

30 TTTT AAAA ATCTTT GT GGCT AC AT AGC AGGT GT AT AT ATTT AT GTGGT AAGT GAG AT 
ATTTCG AT AC AG AC AT AC AAT GT AT AAT C AC AGGC AT AC A AT GT AG AC AGGC AT AA 
AGTGTATAGTCAC 

BREM.2382_at (SEQ ID NO:l 19) 
35 AAT GT G AAACT GCTCC AT GAAC CCC AAAG AATT AT GC AC AT AGAT GCG AT C ATT AA 

GAT GCGAAGCC ATCGAGTT ACC ACCT GGC ATGCTT AAACT GTAAAGAGT GGGTC AA 
AGT AAACT G AATT GGAAAATCC AAAGTT AT GC AG AAAAAC AAT AAAGG AG AT AGT 
AAAAAGGGTTAACGAGCCAGTCCAGGGGAAGCGAAGAAGACAAAAAGAGTCCTTT 
TCTGGGCCAAGTTTGATAAATTAGGCCTCCCGACCCTTTGCTCTGTTGCTTTATCAAC 

40 TCT ACTC GGC AAT AAC AAT 

BREM.532_at (SEQ ID NO: 120) 
G ATT AAG AAC AGTTTTTT C AAC AAAT AGT GTT GGG AC AAT GGGT GT C C AC AT GC AA 
AAGAATAAAGTTGTCCCCTT ACCTT ACACCATCTCCAAAAATTAACTCAAAATATGT 

45 C AAAG AC AT AAAC GT AAG AGCT AAAACT GT AAAACTCCT AG AAT AAAAC AT AGG A 
GT AAAT CTT CAT G ACCTT GG ATT AGGCC ATT GT GT CTT AAAT AT AAC AC C AAAAG AA 
T AAGT AAT AAAA AAAT AGAT AAATT G AACTCC AT C AAAATT AAAAGCCTTT GT GCT 
T CAT AGGACAC CA 

50 BRHP.106_s_at (SEQ ID NO:121) 
TCT C AAGCT AT GAT C AG AAG ACTTT AATT AT AT ATTTT CAT CCT AT AAGCTT AAAT A 
GG AAAGTTTCTT C AAC AGG ATT AC AGT GT AGCT AC CT AC ATGCT G AAAAAT AT AGC 
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CTTT AAAT C ATTTTT AT ATT AT AACT CTGT AT AAT AG AG AT AAGT C C ATTTTTT AAAA 
AT GTTTTCC CC AAACC AT AAAAC CCT AT AC AAGTT GTTCT AGT AAC AAT AC AT GAGA 
AAG AT GT CT AT GT AGCT G AAAAT AAAAT G ACGT C AC AAG AC 

5 BRIH.10647Cln2_at (SEQ ID NO: 122) 
T CTTTCTTTTCC AG AC AACTTT GAAT GG AG AGG AGC AAATT AGT CTTTTGGTTT AATT 
CT GT CT C AGTTT GCTT AT CT AAAG AAAGG AAAAC AG AGT GGCT AC ACTT GTTT AG AA 
CCATATGCATACTCCAGAGAAAGATGCTCTATTAATCCAAAAAAATACAGCCACTT 
G AAAC C AGC C AAAGC G AAAGT GT AAGGG ACTT CAT GG AAAGG AGGC AGTT C ACC A 

10 AAGT ATT G AGGG GTTTT AT ATTTT AAACTCC GCC AGT G AATT G ACGT GTT AT GT C AC 
TTAC 

BRIH.1453Cln2_at (SEQ ID NO: 123) 
GAATTTATTGGAGCATGACCACGGAGGATAGTATGAGCCCTAAAAATCCAGACTCT 

15 TTCGATACCCAGGACCAAGCCACAGCAGGTCCTCCATCCCAACAGCCATGCCCGCA 
TTAGCTCTTAGACCCACAGACTGGTTTTGCAACGTTTACACCGACTAGCCAGGAAGT 
ACTTCC ACCTCGGGC AC ATTTTGGGAAGTT GC ATTCCTTT GT CTT C AAACT GTGAAG 
CATTTACAGAAACGC ATCC AGC AAGAAT ATT GTCCCTTTGAGC AGAAAT 

20 BRIH.1518Cln4_at (SEQ ID NO:124) 
TCCCCGGTTACTACCTCTTATCCATCCCCGGCCACCACCTCATACCCATCCCCTGTGC 
CCACCTCCTTCTCCTCTCCCGGCTCCTCGACCTACCCATCCCCTGTGCACAGTGGCTT 
CCCCTCCCCGTCGGTGGCCACCACGTACTCCTCTGTTCCCCCTGCTTTCCCGGCCCAG 
GTCAGCAGCTTCCCTTCCTCAGCTGTCACCAACTCCTTCAGCGCCTCCACAGGGCTT 

25 TCGGACATGACAGCAACCTTTTCTCCCAGGACAATTGAAATTTGC 

BRIH.2770C3n3 l_at (SEQ ID NO: 125) 
AT GAAG ACTT GGCT G ATT C AG AT GC C AGGGC CTT GT AT G AAGC AGG AG AAAGG AG A 
AAGGGGACAGACGTAAACGTGTTCAATACCATCCTTACCACCAGAAGCTATCCACA 

30 ACTTCGC AG AGT GTTT C AG AAAT AC ACC AAGT AC AGT AAGC AT GAC AT G A AC AAAG 
TTCT GG AC CT GG AGTT G AAAGGT GAC ATT GAG AAAT GCCT C AC AGCT ATCGT GAAG 
TGCGCCACAAGCAAACCAGCTTTCTTTGCAGAGAAGCTTCATCAAGCCATGAAAGT 
ATGTACCATTCT 

35 BRIH.365Cln2_at (SEQ ID NO: 126) 
TGCCTTGT GT CTTCC GTTT G ACGG AAG AG AAT GG ATT CT GGT ATCT AG AC C AAAT C A 
GAAGGGAACAGTACATTCCAAATGAAGAATTTCTTCATTCTGATCTCCTAGAAGAC 
AGCAAATACCGAAAAATCTACTCCTTTACTCTTAAGCCTCGAACAATTGAAGATTTT 
G AGT CT AT GAAT AC AT AC CT GC AG AC ATCTC CAT CAT CT GT GTTT ACT AGT AAT CAT 

40 TTTGTTCCTT 

BRIH.5410Cln7_at (SEQ ID NO: 127) 
GGT AT AGC AT AT GT GGCCTTGCTTACT AAAGT GGAT G ATT GC AGT G AGGTTCTT C AA 
G AC AACTTTTT AAAC AT G AGT AGAT CT AT G ACTT CT C AAAGCCGGGT CAT GAAT GT C 

45 CAT AAAAT GCT AGGC ATTCCT ATTTCC A AT ATTTT GAT GGTT GG AAATT AT GCTTC A 
GATTT GGAACTGGACCCC AT GAAGGAT ATT CT C ATCCT CT CT GC ACTGAGGC AGAT G 
CT GCGGGCT GC AGAT G ATTTTTT AG AAG ATTT GCCT CTTGAGGAAACT GGT GC ATTT 

BRIH. 5478C1 n2_s_at (SEQ ID NO: 128) 
50 T GCTTATCCGTT AGCCGTGGT GATTT AGC AGGAAGCT GTG AGAGC AGTTTGGTTT CT 

AGCATGAAGACAGAGCCCCACCCTCAGATGCACATGAGCTGGCGGGATTGAAAGAT 
GCTGTCTTCGTACTGGGAAAGGGATTTTCAGCCCTCAGAATCGCTCCACCTTGCAGC 
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TCTCCCCTTCTCT GT ATT CCT AG AAACTG AC AC AT GCT G AAC AT C AC AGCTT ATTT C C 
TCATT 

BRIH.5650Cln2_at (SEQ ID NO: 129) 
5 T AGGC AC C AC AT GGG ATCCTT GTT CTTCCTCCTTGT AAGC AGT AATT GAAAT C AGTT 

TGGCAGCCTGGTTTACAGTGACCATGGTGGCTTGTCTCCCGTGCTCTTACCTCACTCT 
GTT GAT GTT GT AAAAC CTC C AGCTAACTT CAT GGGGT GGCT G ACC C AC GTT GCT CAT 
TT ATT C ATT C AAC AC AT ATT C ATT G ACC AT CT ACT CT ATGCC AGGT ATT GTT AT C AGC 
ACT GGG AAT AGAT C AGT G AACT ATT G ATCT ATTT GTCT AA 

10 
BRIH.5952Cln2_s_at (SEQ ID NO: 130) 
CT C AGTT CTGGT C CTT C AAGCCT GT AT GGTTT GG ATTTT C AGT AGGGG AC AGTT GAT 
GT GG AGT C AAT CTCTTT GGT AC 

15 BRIH.7359Cln3_s_at (SEQ ID NO: 131) 
CT G AGGT GCT AT GTTCTT AGT GGAT GTT CT G ACC CT GCTT C A AAT ATTTCC CT C ACCT 
TTCC C AT CTTC C AAGGGT AT AAGG AAT CTTTCTGCTTT GGGGTTT AT C AG AATTCTC A 
GAATCTCAAATAACTAAAAGGTATGCAATCAAATCTGCTTTTTAAAGAATGCTCTTT 
ACTTCATGGACTTCCACTGCCATCCTCCCAAGGGGCCCAAATTCTTTCAGTGGCTAC 

20 CT AC AT AC A ATTCC A AAC AC AT AC AG 

BRIHRC.10930Cln2_s_at (SEQ ID NO: 132) 
T AAC AAAT CAT C AACTTCC ACT GGT C AAT AT AT AG ATTTT GGGT GT CT G AGGCC CCA 
AG ATT AGAT GC C ACT AAT CTCC AAAG ATTCC CTCCAA 

25 
BRMX.13731Clnl8_at (SEQ ID NO:133) 
GC AGGGTCTT GGGAT AAC ACTGT CAT C AG AAAC AAGGCT GGGGGCT GATTTCGGGG 
T GGGGAGCCTT AGGAGGCC AG AAATTCC AATC AGAGCC AGTTTTT CT GGGAGGGAG 
TGGCT AG AC AGT C A AGG AAGG AC GTT C AC ATTT C AAAAG AAGT C GGGT GGGGGG AT 

30 GAGATTATTCTAGGGGGGCATCGAATTCCCTTTAAGGGGGGGGCTCACTTCTGCCCA 
GAGTAAAGAGGATCTCACACCATGGAAAT 

BRMX.25436Cln2_at (SEQ ID NO: 134) 
T AGTT AT ACTT AC AC ACTCCTCT CAT GTT GT CT AT GG AGT GGT GGAT GCT GC AGGG A 

35 GGGTGACATCCTAGTTAGTCCTAAGAGCCAGACTGCCTGAAGCTCACTATAACAAG 
TCCT GCCTT GGGGAAGAAGGAAGT GTGT CT CT GTG AACCTCCC ACCTGGGCCGAAA 
GGGAGGCCACTCTCTCTGCTGCCTCTCCCCAACCTTGGCCTTCTGTGCTCCTAGTGA 
ACCTCTCACCCCCTGCCTACAGCCTCGAATCTCAGACCATGATGACCTCTGGTCACC 
CT GAAT C AGAGCTTT 

40 
BRMX.25712Cln2_at (SEQ ID NO: 135) 
GTAAAATTCCTATGTCAGCACCCTAATGAGACAAATGACATCCTAATTCTTCCCCTT 
GGCTT GCC AGTTT GT AGGT ACT AGTTTTT C AG AAGTT ACT CT AAAAT ATTTCTG ATT G 
C AGCT C CTTC CT AAAG AGC AGT AT G AGC AGC AT GT GGTT ATTT AT GT ATT C ACTCTT 

45 TT CTCCT ACTT CT GT GGT GAC CTGGAAC AAATT CTCTT AT GT AT GT AAAG ATT GG AC 
AGCCCACCTGATTCCGATGTCACTTAGATACACTGTTTTTGTATCAGCCTCTTCTCTT 
AGAAA 

BRMX.3079Cln3_at (SEQ ID NO: 136) 
50 GATTGTTGGCCAATAGACCTTCCACTCCAGTAGAGAGGGAGGACTTGGCTCTGAGA 

ACCTCCATCTGACCTAAGAGGAAACCTCCTCTCCTATGGCCATCTCCTCCTCCTGTC 

88 



CTTT AAGTCCTCT GT GGTT ACT AT ATCTCCTTTTCCCTTT CTT ACCCTTTCGCTT AGC A 
ATTTCAAT 

BRMX.3079C2n3_at (SEQ ID NO: 137) 
5 AAGTTCTTTGGGATAGAGGGTGAAGAACTTGGGACATGGGCTGTTTCAGGGCAGCT 

GAAGTTCAAAGGGGAATAGGTAATTGGGGGGAAGGGGGGAAGTTGGGGCAGAAAG 
GGATTGTTGGGCCAATAGGACCTTTCCACT 

BRPD.10690Cln5_at (SEQ ID NO:138) 
10 AGGATT AT ACTT C AGTCCCTGCTTTAC ATTT ATTTCTT AAAGAAGCTT CT GGT AAATT 

AG AGC AAT AGC ATCGGCTT AGTTT AGT GTT GTTCT GTT GG ACT AAGG AT AT C AGTT C 
TATCCGTATGGTCGGGCCTAAAGCCTGGGAAATATTTAATGAAGGNNNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNN AT AAC AAAT AAC AAAAC AAAAACC A 
AGCC ATTTCCCTTTAT AGT AAGA 

15 
BRPD.4019C1 n3_s_at (SEQ ID NO: 139) 
ACAGAAGCCATTGCCTCCCTTGTTTACCTTGGGTCCACCTCCACCAAAACCCAACAG 
ACCACCAAATGTTGACCTGACGAAATTCCACAAAACCTCTTCTGGAAACAGTACTA 
GCAAAGGCCAGACGTCTTACTCAACAACTTCCCTGCCACCACCTCCACCATCCCATC 

20 CGGCCAGCCAACCACCATTGCCAGCATCTCACCCATCACAACCACCAGTCCCAAGC 
CTACCTCCCAGAAACATTAAACCTCCGTTTGAC 

BRPD.5301C1 n2_s_at (SEQ ID N0:140) 
GC AC AGCT C AGC AC AAC ATTCC AAGCT C AAAATAG AAGCCTT CT C AGT GAGCTCC A 

25 GC ACGCCC AGAGG ACT GTT AAT AACGAT GATCC AT GT GTTTT ACT CT AAAGT GCT AA 
AT AT GGG AGTTT CCTTTTTTTTACTCTTTGT C ACT GAT GAC AC AAC AG AAAAG AAAC 
T GT AG ACCTT GGG AC AAT C AAC ATTT AAA 

BRRS.12588_at (SEQ ID NO:141) 
30 CCTGCCCTGGAAGTAATCTTGCTGTCCTGGAATCTCCTCGGGGATGAGGCAGCTGCC 

GAGCTGGCCCAGGTGCTGCCGAAGATGGGCCGGCTGAAGAGAGTGGACCTGGAGA 
AGAATCAGATCACAGCTTTGGGGGCCTGGCTCCTGGCTGAAGGACTGGCCCAGGGG 
TCTAGCATCCAAGTCATCCGCCTCTGGAATAACCCCATTCCCTGCGACATGGCCCAG 
CACCTGAAGAGCCAGGAGCCCAGGCTGGACTTTGCCTTCTTTGACAACCAGCCC 

35 
BRRS. 13369_s_at (SEQ ID NO:142) 
GC AC AGCT C AGC AC AAC ATTCC AAGCT CAAAATAG AAGCCTT CT C AGT GAGCTCC A 
GC ACGCCC AGAGG ACT GTT AAT AACGAT GATCC AT GT GTTTT ACT CT AAAGT GCT AA 
AT AT GGG AGTTT C CTTTTTTT ACT CTTT GT C ACT GAT GAC AC AAC AG AAAAG AAACT 

40 GT AGACCTT GGGACAATC AAC ATTT AAA 

BRRS.13576_at (SEQ ID NO:143) 
GAG AGTT C AACT AAG AAAGGT C AC AT AT GT G AA AGCCC AAGG AC ACT GTTT GAT AT 
AC AGC AGGT ATT C A AT C AGT GTT ATTT G AAACC AA AT CT G AATTT G AAGTTT GAAT C 

45 TTCTGAGTTGGAATGAATTTTTTTCTAGCTGAGGGAAACTGTATTTTTCTTTCCCCAA 
AG AGG AAT GT AA 

BRRS.13647_at (SEQ ID NO:144) 
CTCGATT ATTCCCTGT AC AAT ATTT AAAATTT ATTGCTT GAT ACTTTT GAC AAC AAAT 

50 T AGGTTTT GT AC AATT G AACTT AAAT AAAT GT C ATT AAAAT AAAT AAAT GC AAT AT G 
T ATT AAT ATT C ATT GT AT A AAAAT AG AAG AAT AC AAAC AT ATTT GTT AAAT ATTT AC 
AT AT G AAATTT AAT AT AGCT ATTTTT AT GG A ATTTTT C ATT GAT AT G AAAAAT AT G A 
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T ATT GC AT ATGC AT AGTTCCC AT GTT AAATCCC ATT CAT AACTTT C ATT AAAGC ATTT 
ACTTTGA 

BRRS.13648_s_at (SEQ ID NO:145) 
5 GC A AAT AAATT CAT AC AT AGT AC AT AC AAAAT AAG AG AAAAAATT AAATT GC AG AT 

GGTT AAAT AT C AC AT C ACTT AACTG AT GTT ACTG AAA AT GT ATTTT C CTGC AT AAT C 
AT AT GGTT GAC AGT AT GC ATT AAG A AGGT AAGT AAAAC AAT GAAG AC AATTTT GAT 
TT AAT ATGGT AAT GC AC AATT C C AACT AAC GT AC ATT C AAC AG AT CAT G AAATT GG 
GTT ATT 

10 
BRRS.13767_at (SEQ ID NO:146) 
TTGCCTTCT AAAT AT ACTG AAAT GATTT AGAT AT GT GT C AAC AATT AAT GAT CTTTT 
ATT C AATCT AAG A AAT GGTTT AGTTTTT CTCTTT AGCTCT AT GGC ATTT C ACTC AAGT 
GG AC AGGGG AAA AAGT AATT GCC AT GGGCTC C AAAG A ATTT GCTTT AT GTTTTT AG 

15 CTAT 

BRRS.13859_at (SEQ ID NO:147) 
CCTGGCCACTCGCAAGACCTTTTATCTGAAAACCAGCCAAGCTTTATTCACGACACA 
CTTCTTCCCTTCACTCTCCCACTTCTGTGGTCAACTCCCTGCAGAACTCCCAAACTGC 

20 CGTTCTTTTCGATAGCTCACGATGGTGTATGAGTGTCAATCATCTGACCCTTCTTGG 
AGT CT CAT ATTT C GT GG AAC 

BRRS.13881_at (SEQ ID NO:148) 
CTGAGGACCGGCTGCAGACCTCACTCTGAGTGGCAGGCAGAGAACCAAAGCTGCTT 

25 CGCTGCTCTCCAGGGAGACCCTCCTGGGATGGGCCTGAGAGGCCGGGGCTCAGGGA 
AGGGGCTGGGATCGGAACTTCCTGCTCTTGTTTCTGGACAACTTTCCCCTTCTGCTTT 
AAAGGTT GT C G ATT ATT 

BRRS. 14465_s_at (SEQ ID NO: 149) 
30 AGTGTGATGGATCCCCTTTAGGTTATTTAGGGGTATATGTCCCCTGCTTGAACCCTG 

AAGGCCAGGTAATGAGCCATGGCCATTGTCCCCAGCTGAGGACCAGGTGTCTCTAA 
AAACCC AAAC ATCCT GGAGAGTAT GCGAG AACCT ACC AAGAAAAAC AGT CT C ATTA 
CT CAT AT AC AGC AGGC AAAG AG AC AG AAAATT AACTG AAAAGC AGTTT AG AG ACT 
GGGGGAGGCCGGATCTCTAGAGCCATCCTG 

35 
BRRS.15053_at (SEQ ID N0:150) 
GCGTTACAGATGGACGTAGCTGCCTTGGTTTTCCAGTCCTCAAGGGAATACTGAAG 
AT GCT GACT GAAGGGGATT GGAT GTT GATTTTAGAAGATGGAGAACTCC AGCC ACC 
TTT GT AAAGC ACT AGT GTTT GT C ATTT AT GT AAGT C AGGTCGGCT C AGGTCTT GAT A 

40 GTCCGTCTTGGTGTGAGGCATGC 

BRRS. 16228_s_at (SEQ ID NO: 151) 
C AC AGT AATGTCGAAACT AGGCCTTTGAACC AAGGC AGT CT AGGGT AAAAT AT AGT 
TT C AAAGT AT GAAT AAG AATT GGT ATTT GT GTT ATCTTT G AGT AAG AAACT GT C CG A 

45 T AT GAAT C AC AACGT GGGT GAAT GT AGT ATTTT CCT G AAGT GT G 

BRRS.16746_s_at (SEQ ID NO: 152) 
GGCC AT GAAC AT C ACCT GC AC AGGACGGGGACC AGAC AACTGT ATCC AGT GT GCCC 
ACTACATTGACGGCCCCCACTGCGTCAAGACCTGCCCGGCAGGAGTCATGGGAGAA 

50 AACAACACCCTGGTCTGGAAGTACGCAGACGCCGGCCATGTGTGCCACCTGTGCCA 
TCCAAACTGCACCTACGGG 
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BRRS.16747_at (SEQ ID NO:153) 
AT C AC AGGTTT G AGCT G AATT AT C AC AT GAAT AT AAATGGG AAAT C AGT GTTTT AG 
AG AG AG AACTTTT C GAC AT ATTTCCT GTTCC CTT GG AAT AAAA AC A 

5 BRRS.16948_s_at (SEQ ID NO: 154) 
AGTTT C AG AC AAAT GTT C AGT GT G AGT G AGG AAAAC AT GTT C AGT G AGG AAAAA AC 
ATT C AG AC AAAT GTT C AGT G AGG AAAAAAAGGGG AAGTT GGGG AT AGGC AG AT GT 
T G ACTT G AGG AGTT AAT GT GAT CTTT GGGG AG AT AC ATCTT AT AG AGTT AG AAAT A 
GAAT CT G AATTT CT AAAGGG AG ATT CTGGCTT GGG A 

10 
BRRS. 17863_s_at (SEQ ID NO:155) 
AACTT AAGCT GAAT GT GT AAT GG ATTT GTCT AT AGTTTT AC AT ATTT GG AAGC ATTT 
T AAAAT AGGTTTT AAT CTT AC AT AAA ATT ACTTTT AT ACTT GT GTT AAC ATTTTCTT C 
TGTGCCTTTTGGGTAATTTAATTTCTGTTATGAATTTCTGGTGCCTATGAGCTAGCTA 

15 T C ACCT AC CT G AAAGGT GCTT AG AGGT G A AGGT ACT GTTTCT AAAAAC AC AT C ACT 
GTGACACCTTTCTATCCTCACATTTTCAAGCTTGCCTCTTTTCT 

BRRS.17909_s_at (SEQ ID NO:156) 
20 GT GACT GCTT AT G AAGGGTT ATT GCT C AGCTAAGT ATTT CT GAAT G AGTCTT AGGT C 

TGTTGGCCTTCAATCTCTACCGAAACCCTGAGAACTTGATGATGCTTTTGTTTTCTGA 
GAATCGTTT C AGT GT GCT GG 

BRRS.18137_at (SEQ ID NO:157) 
25 C ATTT GCTGC AACT CT C AGT GGT AAG AAT G ATT AAGT GC AGCT AT AGG AG AAT ACTT 

CC ATT GGC AT GC C ACCTGC GT AAAAC AC AC AATTTT GTT AAG AT AT AC AAT AA AATT 
ATT AT GCT AAT AGC AAAT ATTTT AT GT AGCT C ACT AT GTTCC AT GT AGT CTTCT AAGT 
GCTTCATGTTAGTCCCCAGTTAAACACCTGGTTTTGGAAGGCTGAG 

30 BRRS. 18652_s_at (SEQ ID NO: 158) 
GTGAGCCTGCCAGCGTTTGCGACGTCCCCGCACGACAGGCTCATACTTTCTGAGGAT 
CGTGCATAGCATAGGACGTCTGAACCTTTGTACAAATGTGTAGATGACATCTTGCTA 
C AGCTTTT ATTT GT GAAT 

35 
BRRS.2573_s_at (SEQ ID NO: 159) 
GT AAATT C AAT AC AAT GT C AGTTTTT AAAAGT C AAAGTT AGAT C AAG AG AAT ATTT C 
AG AGTTTT GGTTT AC AC AT C AAG AAAC AG AC AC AC AT ACCT AGG AAAG ATTT AC AC 
AAT AGATAATCATCTT 

40 
BRRS.2644_at (SEQ ID NO: 160) 
ACT GT AC AAAGT AT AAGT CTT AGAT GT AT AT ATTT CCT AT ATT GTTTT C AGT GT AC AT 
GG AAT AAC AT GT AATT AAGT ACT AT GT AT C AAT G AGT AAC AGG AAAATTTT AAAAA 
T AC AG AT AGAT AT AT GCTCT GC AT GTT AC AT AAG AT AAAT GT GCT GAAT GGTTTT C A 

45 AAT AAAAAT G AGGT ACT CTCCT GG AAAT ATT AAG AAAG ACT AT CT AAAT GTT G AAA 
GA 

BRRS.2783_s_at (SEQ ID NO:161) 
GAGGACCGAGCACAGAAATCTTAGAGATTTCTTGTCCCCTCTCAGGTCATGTGTAGA 

50 T GCG AT AAAT C AAGT G ATT GGT GTGCCT GGGT CT C ACT AC AAGC AGC CT AT CTGCTT 
AAGAGACTCTGGAGTTTCTTATGTGCCCTGGTGGACACTTGCCCACCATCCTGTGAG 
T AAAAGT GAA 
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BRRS.293 5_at (SEQ ID NO: 162) 
TCT G AACT CT C AAAAGT CT ATTTTTTT AACT G AAAAT GT AAATTT AT AAAT AT ATT C 
AGG AGTT GG AAT GTT GT AGTT ACCT ACT G AGT AGGC GGCG ATTTTT GT AT GTT AT G A 

5 AC AT GC AGTT C ATT ATTTT GT GGTT CT ATTTT ACTTT GT ACTT GT GTTT GCTT AAAC A 
AAGT GACT GTTT GGCTT AT AAAC AC ATT GAAT GC GCTTT ATT GCC CAT GGG AT AT GT 
GGT GT AT ATCCTT C C AAAA AATT AAAAC G AAAAT AAAGT AGCT GCG ATT GG 

BRRS.3099_at (SEQ ID NO: 163) 
10 ATT C CTGT C ATT ACCC ATT GT AAC AG AGCC AC AAACT AAT ACT AT GC AAT GTTTT AC 

C AAT AAT GC AAT AC AAAAG AC CT C AAAAT ACCTGT GC ATTT CTT GT AGG AAA AC AA 
C AA AAGGT AATT AT GT GT AATT AT ACT AG AAGTTTT GT AAT CT GT AT CTT AT C 

BRRS.3131_at (SEQ ID NO: 164) 
15 CAGGACCCATCACGCCTGTGCAGTGGCCCCCACAGAAAGACTGAGCTCAAGGTGGG 

AACCACGTCTGCTAACTTGGAGCCCCAGTGCCAAGCACAGTGCCTGCATGTATTTAT 
CCAATAAATGTGAAATTCTGTCC 

BRRS.3220_at (SEQ ID NO:165) 
20 AAAGT GGC ATTTT CTT G ATTGG AAAGGGGG AAGG AT CTT ATT GC ACTT GGGCT GTT C 

AG AAT GT AG AAAGG AC AT ATTT G AGG AAGT AT CT ATTT G AGC ACT GATTT ACTCTGT 
AAAAAGCAAAATCTCTCTGTCCTAAACTAATGGAAGCGATTCTCCCATGCTCATGTG 
T AAT GGTTTT AAC GTT ACT C ACT GG AG AG ATT GG ACTTT CT GG AGTT ATTT AAC C AC 
TATGTTCAG 

25 
BRRS.3319_at (SEQ ID NO: 166) 
TTTATAATGTCCCTTCACAAACCCAGTGTTTTAGGAGCATGAGTGCCGTGTGTGTGC 
GTCCTGTCGGAGCCCTGTCTCCTCTCTCT 

30 BRRS.3319_s_at (SEQ ID NO: 167) 
CACCCTCAGATGCACATGAGCTGGCGGGATTGAAGGATGCTGTCTTCGTACTGGGA 
AAGGGATTTTCAGCCCTCAGAATCGCTCCACCTTGCAGCTCTCCCCTTCTCTGTATTC 
CT AG AAACTG AC AC AT GCT G AAC AT C AC AGCTT ATTT CCT C ATTT 

35 BRRS.3645_s_at (SEQ ID NO: 168) 
AAATTTAATTTTCTACGCCTCTGGGGATATCTGCTCAGCCAATGGAAAATCTGGGTT 
CAACCAGCCCCTGCCATTTCTTAAGACTTTCTGCTGCACTCACAGGATCCTGAGCTG 
CACTTACCTGTGAGAGTCTTCAAACTTTTAAACCTTGCCAGTCAGGACTTTTGCTATT 
GCA 

40 
BRRS.4126_s_at (SEQ ID NO: 169) 
CT ACTCCTT AC AGT CT CT AGAATTAAAT GT ACT C ATTT AGAC AAC AT ATT AAAT GCA 
T ATTTT AGCC ACTTT AGAGAAACCT CAT AGGC AC AGAGTTTCC AAGATTAATTTTAA 
GAAT AT CTT C AC G AACTT G ACCCTC CT ACT C C AC ATT GC AAC ATTTCC AT C AG AC AG 

45 CATTTCAATTCCAGTATTAT 

BRRS.455_at (SEQ ID NO: 170) 
GT CAT CAT AT AT AATT AAAC AGCTTTTT AAAG AAAC AT AACC AC AAAC CTTTT C AAA 
T AAT AAT AAT AAT AAT AAT AAAAA AT GT ATTTT AAAG AT GGC CT GT GGTT ATCTT GG 

50 AAATTGGT GATTT AT GCT AG AAAGCTTTT AAT GTT GGTTT ATT GTT G AATT CCT AG A 
A 
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BRRS.4562_at (SEQ ID NO: 171) 
CAT GG ATT AGCTGG AAG AT CT GT ATTT GAT GG AAG AC CTT G AAATT ATT GG AAG AC 
ATGGATTTCCTGGAAGACGTGGATTTTCCTGGAAGATCTGGATTTGGTGGAAGACC 
AGT AATT GCT GG AAG ACT GGATTTGCTGG AAG ACTT GATTT ACTGG AAG ACTTGG A 

5 GCTTCTT GG AAG AC AT GG ATT GTCCGG AAG AC AT GG ATT GT CT GG AAG AT GT GGAT 
TTTCTGGAAGCTCAG 

BRRS.487_s_at (SEQ ID NO: 172) 
GT GG AGG AAACT AAAC ATT C CCTT GAT GGT CT C AAGCT AT GAT C AG AAG ACTTT AA 

10 TT AT AT ATTTT C ATCCT AT A AGCTT AAAT AGG AAAGTTT CTT C AAC AGG ATT AC AGT 
GT AGCT ACCT AC AT GCTG AA AAAT AT AGC CTTT AAAT C ATTTTT AT ATT AT AACTCT 
GTATAATAGAGATAAGTCCATTTTTTAAAAATGTTTTCCCCAAACCATAAAACCCTA 
T AC AAGTT GTT CT AGT AAC AAT AC AT G A 

15 BRRS.4891_s_at (SEQ ID NO: 173) 
T C AAT AAGGGC GTT CTTCCTT GC AAGTT G AAAC ATT ATT GT GCT AGG ATT GCTCTCT 
AG AC AAGCC AG AAGT G ACTT ATT AAACT ATT G AAGG AAAAGG ACTC A AG AAAAAT 
AAT AAAAG AC CAT AAAT AAGGGCG AAAAC ATT ACC AT GT G AAAAG AAT GT ATTT C A 
CCTGC AAGTT AC AAAAAAAT AGTTT GT GC ATT GC A AAT AAGC AAAG ACTT GG ATT G 

20 ACTTT AC ATT CAT C 

BRRS.4996_at (SEQ ID NO: 174) 
AAGCTGT GTT GTT GCTTCTT GT G AAGGC CAT GAT ATTTT GTTTTTCCC C AATT AATT G 
CT ATT GT GTT ATTTT ACT ACTT CT CTCTGT ATTTTTTCTT GC ATT GAC ATT AT AG AC AT 

25 T G AGG ACCTC AT C C AAAC AATTT AAAAAT G AGT GT G AAGGGGG AAC A AGT C AAAAT 
ATTTTT AAAAGAT CTTC AAAAAT AAT GCCT CT GTCTAGC AT GCCAACAAGAAT GC AT 

BRRS.524_s_at (SEQ ID NO: 175) 
TGCCTGTTGTAGACCACAGTCACACACTGCTGTAGTCTTCCCCAGTCCTCATTCCCA 

30 GCTGCCTCTTCCTACTGCTTCCGTCTATCAAAAAGCCCCCTTGGCCCAGGTTCCCTG 
AGCTGTGGGATTCTGCACTGGTGCTTTGGATTCCCTGATATGTTCCTTCAAA 

BRRS.5356_at (SEQ ID NO: 176) 
GT C AG AC AG AT GT GGTTGC ATCCT AACTCC AT GT CTCT G AGC ATT AG ATTTCTC ATT 

35 T GCC AAT AAT AAT ACCTCC CTT AG AAGTTT GTT GT G AGG ATT AAAT AAT GT AAAT AA 
AGAACTAGCATAACACTCAAAAA 

BRRS.545 l_at (SEQ ID NO: 177) 
TCTGTGTGTGCCCTGTAACCTGACTGGTTAACAGCAGTCCTTTGTAAACAGTGTTTT 

40 AAACTCTCCTAGTCAATATCCACCCCATCCAATTTATCAAGGAAGAAATGGTTCAGA 
AAAT ATTTT C AGCCT AC AGTT AT GTT C AGT C AC AC AC AC AT AC AAAAT GTTCCTTTT 
GCTTTT AAAGT AATTTTT GACTCCC AGAT C AGT C AGAGCCCCTAC AGC ATT GTT AA 

BRRS.6371_at (SEQ ID NO: 178) 
45 GTTT AAGCCTGG A ACTT GT AAG AAAAT G AAAATTT AATTTTTTTTTCT AGG ACG AGC 

T AT AG A AAAGCT ATT GAG AGT AT CT AGTT AAT C AGT GC AGT AGTT GG A AACCTT GCT 
GGT GT AT GT GAT GTGCTTCTGTGCTTTT GAAT G ACTTT AT C ATCT AGT CTTT GT CT AT 
TTTTCCTTT GAT GTT C AAGTCCT AGT CT AT AGG ATT GGC AGTTT AA 

50 BRRS.661 l_at (SEQ ID NO: 179) 
GACTGAGGGATCGTAGATTTTTACAATCTGTATCTTTGACAATTCTGGGTGCGAGTG 
TGAGAGTGTGAGCAGGGCTTGCTCCTGCCAACCACAATTCAATGAATCCCCGACCC 
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CCCTACCCCATGCTGTACTTGTGGTTCTCTTTTTGTATTTTGCATCTGACCCCGGGGG 
GCTGGGACAGATTGGCAATGGGCCGTCCCCTCTCCCCTTGGTTCTGCACTGTTGCCA 
ATAAAAAGCTCTTAA 

5 BRRS.6619_at (SEQ ID NO: 180) 
GGAGGGAAGGC AAGATT CTTTCCCCCTCCCT GCT GAAGC ATGT GGT AC AGAGGC AA 
GAGCAGAGCCTGAGAAGCGTCAGGTCCCACTTCTGCCATGCAGCTACTATGAGCCC 
TCGGGGCCTCCTCCT GGGCCT C AGCTT GCCC AGAT AC AT ACCT AAAT AT AT AT AT AT 
AT AT AT G AGGG AG AACGC CT C ACC C AG ATTTT AT CAT GCTGG AAAG AGT GT AT GT A 

10 T GT GAAG AT GCTT GGT C AACTT GT AC CC AGT G AAC AC AC AAA 

BRRS.6619-22_at (SEQ ID NO: 181) 
GGAGGGAAGGC AAGATT CTTTCCCCCTCCCT GCT GAAGC ATGT GGT AC AGAGGC AA 
GAGCAGAGCCTGAGAAGCGTCAGGTCCCACTTCTGCCATGCAGCTACTATGAGCCC 

15 TCGGGGCCTCCTCCTGGGCCTCAGCTTGCCCAGAT ACAT ACCT AAAT AT ATATATAT 
AT AT AT G AGGG AG AACGC CT C ACC C AG ATTTT AT CAT GCTGG AAAG AGT GT AT GT A 
T GT GAAG AT GCTT GGT C AACTT GT AC CC AGT G AAC AC AC AAA 

BRRS.6684_at (SEQ ID NO: 182) 
20 T ATT CTTCT AT AAC ACTCT AT AT AG AGCT AT GT G AGT ACT AAT C AC ATT GAAT AAT A 

GTT AT AAAATT ATT GT AT AG AC AT CTGCTTCTT AAAC AG ATT GT G AGTT CTTT GAGA 
AAC AGCGT GG ATTTT ACTT ATCTGT GT ATT C AC AG AGCTT AGC AC AGT GCCT GGT AA 
TGAGCAAGCATACTTGCCATTACTTTTCCTTCCCA 

25 BRRS.7616_at (SEQ ID NO:183) 
CCTAATTTGAGGGTCAGTTCCTGCAGAAGTGCCCTTTGCCTCCACTCAATGCCTCAA 
TTT GTTTT CT GC AT GACT GAG AGT CT C AGT GTT GG A ACGGG AC AGT ATTT AT GT AT G 
AGTTTTTCCT ATTT ATTTT G AGT CT GT G AGGTCTT CTT GT CAT GT G AGT GT GGTT GT G 
AAT GATTT CTTTT GAAG AT AT ATT GT AGT AGAT GTT AC AATTTT GTCGC C AAACT AA 

30 ACTT GCTGCTT AAT GATTT GCT C AC AT CT AGT AAA 

BRRS.7901_at (SEQ ID NO:184) 
GGACACTTTTGAAAACAGGACTCAGCATCGCTTTCAATAGGCTTTTCAGGACCTTCA 
CT GC ATT AAAAC AAT ATTTTT AAAAATTT AGT AC AGTTT AG AAAG AGC ACTT ATTTT 

35 GTTT AT ATCC ATTTTTT CTT ACT AAATT AT AGGG ATT AACTTT GAC AAAT CAT GCTGC 
T GTT ATTTT CT AC ATTT GT ATTTT ATCC AT AGC ACTT ATT C AC ATTT AGG AAAA 

BRRS.81 at (SEQ ID NO: 185) 
CAGTTTCTGTTCTCTCACAGGTGATAAACAATGCTTTTTGTGCACTACATACTCTTCA 

40 GT GT AG AGCT CTT GTTTT AT GGGAAA AGGCT C AAAT GCC AAATT GT GTTT GAT GGAT 
TAATATGCCCTTTTGCCGATGCATACTATTACTGATGTGACTCGGTTTTGTCGCAGCT 
TTGCTTT GTTT AAT G AAAC AC ACTT GT AAAC CTCTTTT GC ACTTT G AAAAAG AATCC 
AGCGGGAT GCTCGAGC ACCT GT AAAC AATTTT CTC AACCTATTT G 

45 BRRS.81-22_at (SEQ ID NO:186) 
CAGTTTCTGTTCTCTCACAGGTGATAAACAATGCTTTTTGTGCACTACATACTCTTCA 
GT GT AG AGCT CTT GTTTT AT GGGAAA AGGCT C AAAT GCC AAATT GT GTTT GAT GGAT 
TAATATGCCCTTTTGCCGATGCATACTATTACTGATGTGACTCGGTTTTGTCGCAGCT 
TTGCTTT GTTT AAT G AAAC AC ACTT GT AAAC CTCTTTT GC ACTTT G AAAAAG AATCC 

50 AGCGGGAT GCTCGAGC ACCT GT AAAC AATTTT CTC AACCTATTT G 

BRRS.8480_s_at (SEQ ID NO: 187) 
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AGCAAGTGTAGACACCTTCGAGGGCAGAGATCGGGAGATTTAAGATGTTACAGCAT 
ATTTTTTTTT CTT GTTTT AC AGT ATT C AATTTT GT GTT G ATT C AGCTAAATT AT G AAA 

BRRS.871 l_at (SEQ ID NO: 188) 
5 GT CT C AC AT ATTT AT AT AATCCT C AA AT AT ACT GT ACC ATTTT AGAT ATTTTTT AAAC 

AGATTAATTTGGAGAAGTTTTATTCATTACCTAATTCTGTGGCAAAAATGGTGCCTC 
T GAT GTT GT GAT AT AGT ATT GT C AGT GT GT AC AT AT AT AAAAC CT GT GT AAACCTCT 
GTCCTT AT G AAC CAT AAC AAAT GT AGCTTTTT A 

10 
BRRS.8900_s_at (SEQ ID NO: 189) 
CAGCCCCACCCCTGTAAATGGAATTTACCAGATGAAGGGAATGAAGTCCCTCACTG 
AGC CT C AG ATTTCCT C AC CT GT GAAAT GGGCT G AGGC AGG AAAT GGG AAAAAGT GT 
T AGTGCTTCC AGGCGGC ACT GAC AGCCT C AGT AAC A AT AAAA AC AA 

15 
BRSA. 1686Cln5_at (SEQ ID N0:190) 
TCAGCTGCCCTGAAACAGCCCATGTCCCAAGTTCTTCACCTCTATCCAAAGAACTTG 
ATTT GC AT GG ATTTT GGAT AAAT C ATTT C AGT AT CAT CTCC AT CAT AT GCCT GAC CCC 
TTGCTCCCTTCAATGCTAGAAAATCGAGTTGGCAAAATGGGGTTTGGGCCCCTCAGA 

20 GCCCTGCCCTGCACCCTTGTACAGTGTCTGTGCCATGGATTTCGTTTTTCTTGGGGTA 
CTCTT GAT GT GAAG AT AATTT GCA 

BRSA.8072Cln2_s_at (SEQ ID NO:191) 
G AGT GT CT C AG AAGT GTGCT CCTCTGGCCT C AGTT CTCCTCTTTT GG A AC AAC AT AA 

25 AACAAATTTAATTTTCTACGCCTCTGGGGATATCTGCTCAGCCAATGGAAAATCTGG 
GTTCAACCAGCCCCTGCCATTTCTTAAGACTTTCTGCTCCACTCACAGGATCCTGAG 
CT GC ACTT ACCTGT GAGAGT CTTC AAACTTTT AAACCTT GCC AGTC AGGACTTTTGC 
TATTGCA 

30 Hs369056.20Cln2_at (SEQ ID NO: 192) 
G AGGG ACGT C AG AAA AT C AGT GC ATT GT GG AGT C ACTTTTCTG AT AAAGGGC AC AT 
C AG ACT GC AAAT GGTCC AG AC AGC C AG ATT C AGG AC ACT GAT G AGTTTCTGGGGT C 
ACCATAGCATCCCTGGAGTCAGCTGCTCTGCAGCCTGAAGGAGGGCTGACAGTGTG 
G AGT C ACTGCT ATT ACTT AAT G AAATT AT AT AG AAATT CT AT AAT G ATT AT GT AATT 

35 GC AT AAT G AAAACTCTC CAT AT C AG AGTT C AG AAT AT CTCC CAATTTCC AGT AC AG A 
ATATTATCCATAAC 

Hs488293.0CBln69_at (SEQ ID NO:193) 
GAC AGC AAT AACTTCGTTTT AG AAAC ATT C AAGC AAT AGCTTT AT AGCTT C AAC AT A 

40 T GGT AC GTTTT AAC CTT G AAAGTTTT GC AAT GAT G AAAGC AGT ATTT GT AC AAAT G A 
AAAGC AG AATTCTCTTTT AT AT GGTTT AT ACTGTT GAT C AG AAAT GTT G ATT GT GCA 
TT G AGT ATT AAAA AATT AGAT GT AT ATT ATT C ATT GTT CTTT ACT CAT G AGT ACCTT A 
T AAT AAT AAT AAT GT ATTCTTT GTT AAC AAT GCC AT GTTGGT ACT AGTT ATT AAT CAT 
ATC 

45 
Hs494173,0CB4nl5_at (SEQ ID NO: 194) 
GGCAGGATATTGTAAGCCTTGAAAAAGAATTAGGCAGGATATCGGAAGCCCTGATT 
AG ATTCT ATCCT AAG AGC AAC AG AAG AT C ACTG AC AGT GTTTT AAAT AGAT AG ACT 
AGTTT ATT AG ATTT GC AGTTT AG A AGTTCC CTTTTTTT GT AATT ATT GG AC AGT GT AG 

50 AGACCGGATGGTGAGAGATGAGTTAGGAAGTTGTGACAGCTCTCTATACCTACCGC 
T AAT GT AG AGG ATT ATTT ATTTT C ATTT C ATT AC C ATT C GT GT 
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Hs513726.0C2n39_s_at (SEQ ID NO: 195) 
GT AAT AT GTTT AT AAT C CTTT AG ATCTT AT AAAT AT GT GGT AT AAGG AAT GC CAT AT 
AATGTGCCAAAAATCTGAGTGCATTTAATTTAATGCTTGCTTATAGTGCTAAAGTTA 
AAT GAT CTT AATTCTTT GC AATT AT AT AT G AAAAAT G ACTG ATTTTT CTT AAAAT AT 

5 GT AACTT AT AT AAAT AT AT CT GTTT GT AC AG ATTTT AACC AT A A 

Hs514006.0Cln8_at (SEQ ID NO: 196) 
GTATCCTTGAACTGGAAACCATCCACGATCGAGTATCGAGTCATTCAACACTATCAA 
TTCCTGGGTGACTTTTTGAAAAAGTAGTATCTCTTGTTGCAAGAAATGCTCCATCTG 

10 T G AGT C CAT GTCTCTC ACTGG AATT GGAT GG AAGT GGT G AATTT C AGC C AAAGT GG 
CCAAAGAAATCCTGTTCCTGTGATTCTGACGTCATCAGCCTCTGCACCTCTGTCTTCC 
CTTCTGCCACATGTTGCCTGTTCTCCGTGACTTTGGTAAGA 

Hs522202.0Cln6_at (SEQ ID NO: 197) 
15 GAGAGAGTGATCACGCTGCTGTGCCCACCTATGCGGTAGACCTTGTTCCTGGGTTGG 

GAG AT GTTTT AT GAT C AGGGT GC AGT AG AAAG AGC AC ACT AGT AGC AGT AAAG AG A 
GGTGACCCTGGCTGCAGTTCTGCCTCTAACTTCCTGAGTGACCTCAGGCTAGTCACA 
C AGT G ACTGCTC CCC AC ATTT CTTTTT GT AAGCT GC AAGG ATT GAAT C AG AC AAT AG 
CCTCTAAGTTTCTTCTGAACTCTCATACTCAGGGATGCCAA 

20 
Hs524348.0CBln97_at (SEQ ID NO:198) 
TTCCCTCCCACTAATTTGTTGGCCTTTAACAGCAATTTTGAAAACTGGGTCTTCTGGT 
T AT GTTTTT GTTTT AAA ATCTTT AAATT AG AGG AT GCT GT GC C ATT G AGT ACTTT AAG 
TT AAT AT G AGGTT CT GGTT C A AGG AAAACTT ACGTTGG ATCTG AAC C AAT G AGC AG 

25 AT ATTTT GAT AT GT GCC ACT CTT GC AT AT AC AT CT C AGTCCTAACTAA AGGTT CT AGT 
GGC AT C C AGG AC CTTT AGGG AGGC ATTT 

Hs524348.2Cln5_s_at (SEQ ID NO: 199) 
CACTGCGTCTGGCAATAATGTAACTTTGAAGCTTAAAAATTAATCCCAGTTTGTAGC 

30 AAT AAC AG AAG ACT ATCT AC AACGGAAG AAAG AAGC AACTGC CTT AC AGTT CT GT A 
AAG AATT GGC AAG A AAAT A AAGCCT AT AGTT GCC 

Hs528836.0Cln3_s_at (SEQ ID N0:200) 
CC CTT ACTT AC AT ACT AGCTT C C AAGG AC AGGT GG AGGT AGGGC C AGC CTGGCGGG 

35 AGTGGAGAAGCCCAGTCTGTCCTATGTAAGGGACAAAGCCAGGTCTAATGGTACTG 
GGTAGGGGGCACTGCCAAGACAATAAGCTAGGCTACTGGGTCCAGCTACTACTTTG 
GT GGG ATT C AGGT G AGTCTCC ATGC ACTT C AC AT GTT AC CC AGT GTT CTT GTT ACTT C 
C AAGG AG AAC C AAG AAT GGCTCT GT C AC ACT C GAAGC C AGGTTT GAT C 

40 Hs591893.1Cln4_s_at (SEQ ID N0:201) 
CCTCCTTTCTAAATGCAGCGACCTGTGTTCTTCAGCCCTATCCCTTTCTATTCCTCTG 
ACCCCGCCTCCTTTCTAAATGCAGCGACCTCTGTTCTTCAGCCCTATCCCTTTCTATT 
CCTCTGACCCCGCCTCCTTTCTAAATGCAGCGACCTCTG 

45 Hs7155.0CBlnl02_at (SEQ ID N0:202) 
GGCGTCGGCGCCTAGGGCGAAGTGAGCCAGGGTGCAGTCGGGAAGCTCCAGGACG 
AAGCGGCGCGGCGGAGCCATGGCCCCAGCGCAGACCCCGCGCCGCCCGAGCAGCG 
GCCCCGACAGTGGCCCGCGCAGGAGCCGGCGGGCGAAGGCCATGGGCGCCTCAGC 
GACGCCGCCCTCGGCCCCGCCTCGGAAACGAAACCTGGCGGGAGCCAGGCGCCGGC 

50 GGGAAACGAAACCCGGAGGGAGCCAGGCGCCAGCGGGAAACGAAAGCGAAGCGT 
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