SEQUENCE LISTING

<11e>

<120>

<130> BOE16575PCT
<150> EP16 161 253.6
<151> 2016-03-18
<160> 53

<170> BiSSAP 1.3.6
<210> 1

<211> 3330

<212> DNA

<213> Cricetulus griseus

<220>

<223> Tbc1d20 cDNA

<400> 1
cgcgectgeg

ccgeggtgga
cccccgggga

ggcttgggaa

gccctgaaca
gggctcctga
tgtgagccac
gtactgctgg
agagaagggc
cagctccact
gagaggctgg
gatcccacaa
gtgaacccag
agctggctta

tacgacttct

cgtcgcaggc
agccgegtct
tggccctccg
aggcagactt
gtgatcccac
ctgatgagat
cgcctgtgtc
atgtcaggcg
ttcaggaaga
actaccaggg
caacatcctt
tggacaatac
aactccatga
tcacctggtt

tcctggectg

cgacagagac
caggctccgc
gccctcacag
taatgccaaa
cgacgtggct
caggtgccag
aaggaaggat
gtctcttcgg
actaatcgac
ctaccatgac
ggtagaaaaa
caagcacatt
cttcatgcag
tgggcacgtc

ccacccactc

cagcctgtcc
cgccageegg
ggcgacggct
aggaaaaaga
gcccttcgac
gtgtggccca
cttcgacagt
cgcttccctc
attatcctcc
atcgtggtca
ttatctaccc
ctaaattatc
agtgctgagg
ctgtcagact

atgcccattt
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cggccgecagt
ggctcgggcet
ccgegggeceg
aggtggcgga
gaatggcgat
agctcctcaa
tgagcaagga
ctggcatgcc
tcatcttgga
cctttctgcet
atcacctcag
tgatgcccat
tggggaccat
tcaggcacgt

actttgcagc

ggggttacac
ggegeecges
ctggaactgt
aatacaccag
cagtgaggga
tgtcaacacc
ttaccagcaa
agatgagcag
tcgcaaccct
ggtggtggsc
ggatttcatg
cattgaccaa
ctttgccctc
tgtgcggtta

tgtgattgtg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900



ctgtaccggg
ttgtctcaga
tttgttcagt
agaacggcag
atggtgctgc
ctgaccaaac
cttggagcag
ctgcagctgt
ctccccattc
ggggtgttct
actgcctgac
gctgtggtgce
ctccttaccg
agtctagcct
agacaggcat
gaggaatgtt
atgacattac
atagcgagta
ccagaagtgg
cctctactaa
cactcacaca
tgtttccttt
accactgagt
ttacccaggc
acagggttgc
ccccacgecc

cctgtgtatt

agcaggaagt
tccctcagga
tccccecttc
cctctacttt
ggcageggtt
caaggaccaa
cagcactagc
tcccctgaac
ccagaaaggc
gttctgccac
actgggttta
ccctggctac
caccacgtgt
tgggatgaaa
gagctgggtt
aacccccctg
ctataaagac
ttctcactta
acttgagatt
agctcaagca
gttccttcat
tttggaggses
agtaccaaac
tagccttgaa
acctgagata
cagtgtcgcc

gatctcctca

cctggactgt
cctgccctat
tgaacttgca
caaagacttt
tcggggactt
ccgectttgtg
agtggtgaag
tcagccccag
actagagggt
ccttggcagc
gtggacctga
ccaattcact
cctgcatctc
gcgagggeag
ctagttaaat
aacggtgttg
atttttaata
agaaaaatga
tcatggagcc
ggaagtgctc
ggagaagcta
aatagaaccc
tttttagtag
cttttgatcc
tattccctgc
cccatctcac

gctgetggtc

gactgtgaca
gagacgctca
agggaggcag
gagctggcat
ctgcggectg
aaactggcag
agtgccctgg
gagccacttc
gggattgctg
ttgtcttttg
gtgctctgtg
gcctagaaga
ctagacaaag
aggactgtag
tttatgatcc
cctgtgtctc
ctatttttat
cttatatatg
tggtgtggst
tcaactgttg
tcagtgatga
agggccttgt
tttttatttt
tcctgcctca
tcagtttagc

tttctgattt

tcaggctggg

tggcctctgt
tcagcagagc
ctgcacagca
cagcccagca

agactcgaac

tgatggggct

agtgggcccc

cgtacccagt
tcattaaagg
gectttgtggc
ctcctcaact
aagttgggcc
caggcaggag
cttgggggcc
cagcctagag
cctatttctc
gattgtatac
tatgcaggtg
gctggtatct
agccatctct
gcttatattg
acatgtgagg
tgagacaggg
gctcccgatt
caaagttgct
cccactcatc

aatgtccttg

ccaccacctg
aggagacctc
agaggctgaa
gaggccagat
aaaagatgtc
aacggtggca
taagttccag
gcaccaagct
gttcctgtca
taatggcaac
gctgcaagtg
cgaagatgcc
ctgccaacaa
agttggttag
atcacttgca
tacaagccac
tacaccaaac
tccacagagg
gagtgctggt
ccggectcect
gcctgacatt
caagtgttct
tctatttaag
atctgggagg
ttgtgaacag
acccacttgg

gaaacttgcc

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520



agcatgtaga
ctccaggagg
aagcaaggcc
ctctaaagag
actcttctcc
ggacactctg
cacacaaagc
cctgcctaga
ccagagtgat
ctagcaagca
cagggtccaa
gaagagtggt
cttcaggtac
tgaaataaac
<210> 2

<211> 1305
<212> DNA

caggttttgg
gcacatggga
aggtttgttt
tgtatagtag
agtcatacca
tgtgctgggc
actttaacca
gtgagtgatt
aaggtgacaa
tacttgaaga
gccacaattc
gtgtgcccat
ttacttaact

acccttatgt

caggaatccc
tccatgggat
tgaagagact
gaagcatctg
tgtccagacc
agccacaagc
aatcaagctg
cacagggatt
atactgttta
gctgtaggaa
tgcatccaaa
accaggactc
ctgtaaagat

ggttcctaat

<213> Cricetulus griseus

<220>

<223> CerS2 cDNA

<400> 2
gecgtggecag

gctaattact
tgtatgacca
tagaagacag
tggccttggt
ctgccctcect

aacatttcta

ctctgggagc
ggctcagagg
cttctggtgg
agatggacgt
ctttcttgtc
gaatgttaag

cctgaccaac

agcagctggt
ccctcgagct
gaccgactat
gtctatgcca
attcgatact

gagaaaaccc

ggcaagcagc

ataccaccag
cactcggtct
ctggcttgaa
catgcctcca
cagtgtgtcc
cagagcacat
gagtggttaa
agttcaggac
gtctcccaca
gtgtgctggc
caagcaggtg
ccctgctact

atgtgtagat

gaaactagct
agcttgctcc
ggctgectgt
aagcctcaga
tctttgagct
gactacgagc

ccaagcaggt

cctcgcttac
tcctaggatg
aacaaaagtg
tctcctgatc
ctgtgcccgc
agaaggtgtc
gtcattctcc
aaaggaggat
ggagcttgtc
tgaggggags
gcactggctt
aagaagcgtt

gttttgtaca

ttacgggcgg
ctgcaggatg
gaacttaacc
cctctacatc
ttatgtggct

acctcccaat

ggaggttgag

ccctgggctc
gctttgttaa
ccttttgctg
attcctgggc
cgcatgeccegt
caggctgaat
acacaggagc
tttccaggat
atctgtacct
ggcatgggcc
gtgctgagct
gtcaatttac

gagccctgta

gcggtaactt
ctgcagacct
tgggctgatc
acacttcccc
acacccctgg
gtcaccttag

cttttgtctc

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3330

60

120

180

240

300

360

420



ggcagagtgg
acaggcccag
ttgcctttgt
aagtttggga
ttgaactctc
attttaagga
ttgccaatta
tgctggagtc
tcattgtctt
tacactgcac
tcaacatcat
gcatggccca
aaacagagag
tatctaatgg
tagctgcctc
<210> 3

<211> 2172
<212> DNA

gctctctggc
ccttctcaag
tgcgggceatg
gggctatccc
cttctactgg
acagatcatc
tgtccgagca
cgccaagatg
cgccatcgtt
gctggtatac
gatggcagtg
caagttcata
ctcagagggg
ccaccccatc

ccacattaat

cgccagatag
aagttccgag
gctgtcattg
atacagagca
tccctgetct
caccacgtgg
gggactctca
tttaactacg
ttcatcatta
ccactggagc
ctacagatgc
actggaaagc
gaggaggctg
ctcaataaca

acacgaagcc

<213> Cricetulus griseus

<220>

<223> Atféb cDNA

<400> 3
cacaggttcc

tctgecctgcet
ctgtcgctga
ctgtcaactc
aggaggttct

tcccagctcc

cagggaaagc

tggagtaggg
gggagacgat
tgacccctca
cgaggcctcc
ggaagtgaag
ttcacttgga

tccagccact

gaggtcctca
ccagcatccc
gatatccaga
ctgctctcag
acggagtccc
gctgtccaga

cggaagcctc

aacgctggtt
aagccagttg
tggataaacc
tcgtcccttc
tcagcattgc
ccaccatcat
tcatggctct
cgggatggaa
ctcgactggt
tctaccctgce
tgcatatctt
tggtagaaga
cagctgggsc
atcatcctaa

aagaaactag

gtgtgaagat
catttgaaac
ccaaggtaga
cagactctcc
catctcctcc
tcagcatggg

cactgcagcc

ccgeegecegc
gagattcaca
ctggttctat
tcagtattgg
ttctgatgtc
tctcctcagc
gcatgactct
aaacacctgc
tatcatgcct
cttctttggc
ctgggcctac
tgaacgcagt
aggagcaaag
gaatgactga

CCaac

ggagtcctta
ggtccaaatc
acccgcctct
cagccaggct
ggggtgectc
cccatcacct

caagcctgtg

cgcaaccagg
ttttacctga
gacttgagga
tactacatga
aagcgaaagg
ttctcctggt
tctgactacc
aataacatct
ttctggatcc
tattacttct
ttcattttgc
gaccgagaag
agtcggctcc

accattgtcc

gcacctccac
accgtgggtt
ccatcttctt
tttataggag
ctgtgggatg
gttagttcct

gtgctaacca

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1305

60

120

180

240

300

360

420



cagttcaggt
tccagcagcc
aagggccagc
ctgggaactc
tcaagaacag
tggaggcceag
ccctececggeg
ggaacaggaa
ctgtgagcat
ctcgacccag
ccctccagaa
gcttcagaaa
accagctctt
ctgatgagct
gggeccagga
ccacccaacc
acccaggcecg
atgttgtctc
ccagacccaa
gggggeececc
gggtgattca
ccccaggcaa
cctcccacca
actggtttgg
tatgggatcc
aatatagggc

cctcaggttc

gccacctaga
cgcagtgtcc
ccctgecagtt
ctgccctect
agagtcggcc
actgcaggct
gcggetggag
agttgtctgc
tagtgagcca
gagacacctg
agctgcccgg
cctgacagcc
cctcgecctct
gagtggctgg
gagacagaag
tccaggacct
ttcgcagcect
cttccgaagg
gatgtccctg
aggggactat
catcaagacc
taccacaggt
gcccctctac
gggagcctgg
agcacttaat
tcctctectt

agttcagggt

gctgggcectc
ccagttgtcc
ccacggceccg
gaagtggacg
tgccagtccc
gtgctggcag
accctgctga
atcatggtct
cctccagctc
ctggagttct
ggcccagagsg
ttccctggceg
gactgccgcc
gtgcagcgtc
tctcagctac
cctgagaggsg
gagtttctag
gaccacttgc
gtgatgccag
gaggagatga
tccacggtgc
ggccccctgce
ctcaaccacc
tccttgaact
gggagtaggg
cctgcaaacc

gggtagcttc

ccagcactac
tcatccaagg
aaaggaagag
caaagctgct
gccggaagaa
acaaccagca
cagagaacag
tccttctcett
ccatctctcc
ccgagcaggg
agcggcagcec
gggccaagga
acttcaaccg
accagagagg
ggaagaagtc
accctgtggg
atgcaatcga
tgctcccggce
ccatggcccc
tgcagatcga
ccccctcact
cagcttctgc

cctgacctct

tgggggtaat

tgggtggctc

cccaggceccc

ccatagcctc

tgtccttttg
tgctattcga
cattgtccct
gaagcgtcag
gaaagagtat
actgcgcagg
tgagctcaag
cattgccttc
tcggatgagc
gccagctcat
cagccctgca
gctgectgetg
cacggagtcc
tcgacggagg
accgccagtg
gcagctgcag
ccggegggaa
catcagccac
caatgagacc
gtgtgaggtc
ccggaagcag
agccagtcag
gcagctcacg
tggtaaagga
acctctcctt
ctctttctct

tttgttcttt

cagcccctcg
gtccagcctg
gctcctctgc
cagcgaatga
ctgcagggac
gagaatgctg
ctgggctctg
aactttggac
agggaggaag
ggtgttgaac
ggcaggccca
agagacctgg
ctgaggcttg
atgcctcaca
aaaccagtcc
ctctaccgcc
gacaccttct
aacaagacgt
gtgtcaggcc
atggacacca
ccatccccaa
gccagtcagg
ttggcttaga
aagcagggtg
acctcttcag
gagagaacct

ggtttatcta

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040



ttcaggagta gaggtgggac tttggtcccc aggtgggaca agagatgctc ttgggtggtg

gaagtcagtc tgtgtgtgta ttatcttttt tattattact aaataaataa cccagaggga

gctaaaggaa tg

<210> 4

<211> 402

<212> PRT

<213> Cricetulus griseus

<220>
<223> TBC1D20

<400> 4
Met Ala Leu Arg Pro Ser
1 5
Cys Gly Leu Gly Lys Ala
20
Ala Glu Ile His Gln Ala
35
Leu Arg Arg Met Ala Ile
50
Arg Cys Gln Val Trp Pro
65 70
Pro Pro Val Ser Arg Lys
85
Gln Val Leu Leu Asp Val
100
Met Pro Asp Glu Gln Arg
115
Ile Leu Leu Ile Leu Asp
130
Tyr His Asp Ile Val Vval
145 150
Ala Thr Ser Leu Val Glu
165
Met Asp Pro Thr Met Asp
180
Pro Ile Ile Asp Gln Val
195
Ala Glu Val Gly Thr Ile
210
Gly His Val Leu Ser Asp
225 230
Phe Leu Ala Cys His Pro
245
Val Leu Tyr Arg Glu Gln
260
Ser Val His His Leu Leu
275

Gln
Asp
Leu
Ser
55

Lys
Asp
Arg
Glu
Arg
135
Thr
Lys
Asn
Asn
Phe
215
Phe
Leu

Glu

Ser

Gly
Phe
Asn
40

Glu
Leu
Leu
Arg
Gly
120
Asn
Phe
Leu
Thr
Pro
200
Ala
Arg
Met

Val

Gln
280

Asp
Asn
25

Ser
Gly
Leu
Arg
Ser
105
Leu
Pro
Leu
Ser
Lys
185
Glu
Leu
His
Pro
Leu

265
Ile

Gly
10

Ala
Asp
Gly
Asn
Gln
90

Leu
Gln
Gln
Leu
Thr
170
His
Leu
Ser
Val
Ile
250
Asp

Pro

Ser
Lys
Pro
Leu
Val
75

Leu
Arg
Glu
Leu
Val
155
His
Ile
His
Trp
Val
235
Tyr
Cys

Gln

Ala
Arg
Thr
Leu
60

Asn
Ser
Arg
Glu
His
140
Val
His
Leu
Asp
Leu
220
Arg
Phe
Asp

Asp

Gly
Lys
Asp
45

Thr
Thr
Lys
Phe
Leu
125
Tyr
Gly
Leu
Asn
Phe
205
Ile
Leu
Ala
Cys

Leu
285

Arg
Lys
30

Val
Asp
Cys
Asp
Pro
110
Ile
Tyr
Glu
Arg
Tyr
190
Met
Thr
Tyr
Ala
Asp

270
Pro

Trp
15

Lys
Ala
Glu
Glu
Tyr
95

Pro
Asp
Gln
Arg
Asp
175
Leu
Gln
Trp
Asp
Val
255
Met

Tyr

Asn
Val
Ala
Ile
Pro
80

Gln
Gly
Ile
Gly
Leu
160
Phe
Met
Ser
Phe
Phe
240
Ile
Ala

Glu

2100

2160

2172



Thr
Glu
305
Ala
Asp
Arg
Leu
Val

385
Phe

Leu
290
Leu
Ser
Met
Thr
Ala
370
Val

Pro

<210> 5
<211> 380
<212> PRT

<213> Cricetulus griseus

<220>
<223> CERS2

<400> 5

Met
1
Pro
Tyr
Phe
Ala
65
Asn
Gln
Gln
Leu
Ile
145
Tyr
Pro

Leu

Gln

Leu
Val
Ala
Leu
50

Ala
Val
Val
Ile
Leu
130
Ala
Asp
Ser

Leu

Ile

Ile
Ala
Thr
Val
Lys
355
Val

Lys

Gln
Asn
Lys
35

Val
Leu
Thr
Glu
Glu
115
Lys
Phe
Leu
Gln
Phe

195
Ile

Ser
Arg
Phe
Leu
340
Asp
Met

Ser

Thr
Leu
20

Ala
Ile
Leu
Leu
Val
100
Arg
Lys
Val
Arg
Tyr
180

Ser

His

Arg
Glu
Lys
325
Arg
Val
Gly

Ala

Leu
Thr
Ser
Arg
Asn
Glu
85

Glu
Trp
Phe
Ala
Lys
165
Trp

Ile

His

Ala
Ala
310
Asp
Gln
Leu

Leu

Leu
390

Tyr
Trp
Asp
Tyr
Val
70

His
Leu
Phe
Arg
Gly
150
Val
Tyr

Ala

Val

Gly
295
Ala
Phe
Arg
Thr
Thr

375
Glu

Asp
Ala
Leu
Phe
55

Lys
Phe
Leu
Arg
Glu
135
Met
Trp
Tyr

Ser

Ala

Asp
Ala
Glu
Phe
Lys
360
Val

Trp

His
Asp
Tyr
40

Phe
Glu
Tyr
Ser
Arg
120
Ala
Ala
Glu
Met
Asp

200
Thr

Leu
Gln
Leu
Arg
345
Pro

Ala

Ala

Phe
Leu
25

Ile
Glu
Lys
Leu
Arg
105
Arg
Ser
Val
Gly
Ile
185
Val

Ile

Phe
Gln
Ala
330
Gly
Arg

Leu

Pro

Trp
10

Glu
Thr
Leu
Thr
Thr
90

Gln
Arg
Trp
Ile
Tyr
170
Glu
Lys

Ile

Val
Glu
315
Ser
Leu
Thr
Gly

Lys
395

Trp
Asp
Leu
Tyr
Arg
75

Asn
Ser
Asn
Arg
Val
155
Pro
Leu

Arg

Leu

Gln
300
Ala
Ala
Leu
Asn
Ala

380
Phe

Asp
Arg
Pro
Val
60

Leu
Gly
Gly
Gln
Phe
140
Asp
Ile
Ser
Lys

Leu

Phe
Glu
Gln
Arg
Arg
365
Ala

Gln

Arg
Asp
Leu
45

Ala
Arg
Lys
Leu
Asp
125
Thr
Lys
Gln
Phe
Asp

205
Ser

Pro
Arg
Gln
Pro
350
Phe
Ala

Leu

Leu
Gly
30

Ala
Thr
Ala
Gln
Ser
110
Arg
Phe
Pro
Ser
Tyr
190
Phe

Phe

Pro
Thr
Arg
335
Glu
Val

Leu

Gln

Trp
15

Arg
Leu
Pro
Pro
Pro
95

Gly
Pro
Tyr
Trp
Ile
175
Trp
Lys

Ser

Ser
Ala
320
Pro
Thr
Lys
Ala

Leu
400

Leu
Val
Val
Leu
Pro
80

Lys
Arg
Ser
Leu
Phe
160
Val
Ser

Glu

Trp



210 215

Phe Ala Asn Tyr Val Arg Ala

225 230

Ser Ser Asp Tyr Leu Leu Glu

245
Trp Lys Asn Thr Cys Asn Asn
260
Ile Ile Thr Arg Leu Val Ile
275

Leu Val Tyr Pro Leu Glu Leu
290 295

Phe Asn Ile Met Met Ala Val

305 310

Tyr Phe Ile Leu Arg Met Ala

325
Glu Asp Glu Arg Ser Asp Arg
340
Glu Ala Ala Ala Gly Ala Gly
355

His Pro Ile Leu Asn Asn Asn

370 375

<210> 6

<211> 578

<212> PRT

<213> Cricetulus griseus

<220>
<223> ATF6b

<400> 6

Met Glu Ser Leu Ala Pro Pro

1 5

Ser Pro Phe Glu Thr Val Gln

20
Pro Ser Asp Ile Gln Thr Lys
35

Val Asn Ser Glu Ala Ser Leu
50 55

Phe Ile Gly Glu Glu Val Leu

65 70

Pro Gly Cys Leu Leu Trp Asp

85
Gln Ile Ser Met Gly Pro Ser
100
Ala Thr Arg Lys Pro Pro Leu
115

Val Gln Val Pro Pro Arg Ala
130 135

Gln Pro Leu Val Gln Gln Pro

145 150

Gly Ala Ile Arg Val Gln Pro

165

Gly
Ser
Ile
Met
280
Tyr
Leu
His
Glu
Ala

360
His

Leu
Ile
Val
40

Leu
Glu
Val
Pro
Gln
120
Gly
Ala

Glu

Thr
Ala
Phe
265
Pro
Pro
Gln
Lys
Glu
345
Lys

Pro

Cys
Thr
25

Glu
Ser
Val
Pro
Val
105
Pro
Pro

Val

Gly

Leu
Lys
250
Ile
Phe
Ala
Met
Phe
330
Thr

Ser

Lys

Leu
10

Val
Pro
Ala
Lys
Ala
90

Ser
Lys
Pro

Ser

Pro
170

Ile
235
Met
Val
Trp
Phe
Leu
315
Ile
Glu
Arg

Asn

Leu
Gly
Ala
Asp
Thr
75

Pro
Ser
Pro
Ser
Pro

155
Ala

220
Met

Phe
Phe
Ile
Phe
300
His
Thr
Ser

Leu

Asp
380

Gly
Ser
Ser
Ser
60

Glu
Ser
Ser
Val
Thr
140
Val

Pro

Ala
Asn
Ala
Leu
285
Gly
Ile
Gly

Ser

Leu
365

Asp
Val
Pro
45

Pro
Ser
Leu
Gly
Val
125
Thr
Val

Ala

Leu
Tyr
Ile
270
His
Tyr
Phe
Lys
Glu

350
Ser

Asp
Ala
30

Ser
Ser
Pro
Gly
Lys
110
Leu
Val

Leu

Val

His
Ala
255
Val
Cys
Tyr
Trp
Leu
335
Gly

Asn

Pro
15

Asp
Ser
Gln
Ser
Ala
95

Ala
Thr
Leu

Ile

Pro
175

Asp
240
Gly
Phe
Thr
Phe
Ala
320
Val
Glu

Gly

Ala
Asp
Ser
Ala
Pro
80

Val
Pro
Thr
Leu
Gln

160
Arg



Pro
Pro
Lys
Leu
225
Gln
Leu
Val
Val
Arg
305
Gly
Glu
Thr
Gln
Leu
385
Gly
Leu
Gly
Pro
Asp
465
Ala
Pro
Asp
Val
Pro
545
Ala

His

Glu
Pro
Asn
210
Gln
Leu
Thr
Cys
Ser
290
Glu
Pro
Glu
Ala
Leu
370
Arg
Arg
Arg
Pro
Gly
450
Thr
Ile
Ala
Tyr
Ile
530
Ser

Ala

Pro

<210> 7

Arg
Glu
195
Arg
Gly
Arg
Glu
Ile
275
Ile
Glu
Ala
Arg
Phe
355
Phe
Leu
Arg
Lys
Pro
435
Arg
Phe
Ser
Met
Glu
515
His
Pro

Ser

Lys
180
Val
Glu
Leu
Arg
Asn
260
Met
Ser
Ala
His
Gln
340
Pro
Leu
Ala
Arg
Lys
420
Glu
Ser
Tyr
His
Ala
500
Glu
Ile
Thr

Gln

Ser
Asp
Ser
Glu
Glu
245
Ser
Val
Glu
Arg
Gly
325
Pro
Gly
Ala
Asp
Met
405
Ser
Arg
Gln
Val
Asn
485
Pro
Met
Lys

Pro

Ala
565

Ile
Ala
Ala
Ala
230
Asn
Glu
Phe
Pro
Pro
310
Val
Ser
Gly
Ser
Glu
390
Pro
Pro
Asp
Pro
Val
470
Lys
Asn
Met
Thr
Gly

550
Ser

Val
Lys
Cys
215
Arg
Ala
Leu
Leu
Pro
295
Arg
Glu
Pro
Ala
Asp
375
Leu
His
Pro
Pro
Glu
455
Ser
Thr
Glu
Gln
Ser
535

Asn

Gln

Pro
Leu
200
Gln
Leu
Ala
Lys
Leu
280
Pro
Arg
Pro
Ala
Lys
360
Cys
Ser
Arg
Val
Val
440
Phe
Phe
Ser
Thr
Ile
520
Thr
Thr

Ala

Ala
185
Leu
Ser
Gln
Leu
Leu
265
Phe
Ala
His
Leu
Gly
345
Glu
Arg
Gly
Ala
Lys
425
Gly
Leu
Arg
Arg
Val
505
Glu
Val
Thr

Ser

Pro
Lys
Arg
Ala
Arg
250
Gly
Ile
Pro
Leu
Gln
330
Arg
Leu
His
Trp
Gln
410
Pro
Gln
Asp
Arg
Pro
490
Ser
Cys
Pro

Gly

His
570

Leu
Arg
Arg
Val
235
Arg
Ser
Ala
Ile
Leu
315
Lys
Pro
Leu
Phe
Val
395
Glu
Val
Leu
Ala
Asp
475
Lys
Gly
Glu
Pro
Gly

555
Gln

Pro
Gln
Lys
220
Leu
Arg
Gly
Phe
Ser
300
Glu
Ala
Ser
Leu
Asn
380
Gln
Arg
Pro
Gln
Ile
460
His
Met
Arg
Val
Ser
540

Pro

Pro

Gly
Gln
205
Lys
Ala
Leu
Asn
Asn
285
Pro
Phe
Ala
Phe
Arg
365
Arg
Arg
Gln
Thr
Leu
445
Asp
Leu
Ser
Gly
Met
525
Leu

Leu

Leu

Asn
190
Arg
Lys
Asp
Glu
Arg
270
Phe
Arg
Ser
Arg
Arg
350
Asp
Thr
His
Lys
Gln
430
Tyr
Arg
Leu
Leu
Pro
510
Asp
Arg

Pro

Tyr

Ser
Met
Glu
Asn
Thr
255
Lys
Gly
Met
Glu
Gly
335
Asn
Leu
Glu
Gln
Ser
415
Pro
Arg
Arg
Leu
Val
495
Pro
Thr
Lys
Ala

Leu
575

Cys
Ile
Tyr
Gln
240
Leu
Val
Pro
Ser
Gln
320
Pro
Leu
Asp
Ser
Arg
400
Gln
Pro
His
Glu
Pro
480
Met
Gly
Arg
Gln
Ser

560
Asn



<211> 19
<212> RNA
<213> Artificial Sequence

<220>
<223> siRNA siTbc1D20#1

<400> 7
agaacuaauc gacauuauc

<210> 8

<211> 19

<212> RNA

<213> Artificial Sequence

<220>
<223> siRNA siCerS2#1

<400> 8
agagucggcu ccuaucuaa

<210> 9

<211> 19

<212> RNA

<213> Artificial Sequence

<220>
<223> siRNA siArtfébi#l

<400> 9
ccuccucagg uucaguuca

<210> 10

<211> 19

<212> RNA

<213> Artificial Sequence

<220>
<223> siRNA siAtféb#2

<400> 10
gcagcgaaug aucaagaac

<210> 11
<211> 19
<212> RNA

10

19

19

19

19



<213> Artificial Sequence

<220>
<223> siRNA siAtféb#3

<400> 11
agacaccuuc uauguuguc

<210> 12

<211> 21

<212> RNA

<213> Artificial Sequence

<220>
<223> shRNA shTbcl1D20#1

<400> 12
aauccuugcu caacugucga a

<210> 13

<211> 21

<212> RNA

<213> Artificial Sequence

<220>
<223> shRNA shCerS2#1

<400> 13
uuaaguucac aggcagccau a

<210> 14

<211> 21

<212> RNA

<213> Artificial Sequence

<220>
<223> shRNA shCerS2#2

<400> 14
ugauguagag gucugaggcu u

<210> 15

<211> 21

<212> RNA

<213> Artificial Sequence

11

19

21

21

21



12

<220>
<223> shRNA shAtfébi#l

<400> 15
uccaucuuca cacugaggac c

<210> 16

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shTbc1D20#1 oligonucleotide forward

<400> 16
tgctgaatcc ttgctcaact gtcgaagttt tggccactga ctgacttcga caggagcaag

gatt

<210> 17

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shTBC1F20#1_oligonucleotide_reverse

<400> 17
cctgaatcct tgctcctgtc gaagtcagtc agtggccaaa acttcgacag ttgagcaagg

attc

<210> 18

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shCerS2#1 oligonucleotide_ forward

<400> 18
tgctgttaag ttcacaggca gccatagttt tggccactga ctgactatgg ctgtgtgaac

ttaa

<210> 19

21

60

64

60

64

60

64



13

<211> 64
<212> DNA
<213> Artificial Sequence

<220>
<223> shCerS2#1 _oligonucleotide_reverse

<400> 19
cctgttaagt tcacacagcc atagtcagtc agtggccaaa actatggctg cctgtgaact

taac

<210> 20

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shCerS2#2 oligonucleotide forward

<400> 20
tgctgtgatg tagaggtctg aggcttgttt tggccactga ctgacaagcc tcacctctac

atca

<210> 21

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shCerS2#2_oligonucleotide_reverse

<400> 21
cctgtgatgt agaggtgagg cttgtcagtc agtggccaaa acaagcctca gacctctaca

tcac
<210> 22
<211> 64

<212> DNA
<213> Artificial Sequence

<220>
<223> shAtf6b#l oligonucleotide forward

<400> 22

60

64

60

64

60

64
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tgctgtccat cttcacactg aggaccgttt tggccactga ctgacggtcc tcagtgaaga 60
tgga 64
<210> 23

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shAtfeb#l_oligonucleotide_reverse

<400> 23
cctgtccatc ttcactgagg accgtcagtc agtggccaaa acggtcctca gtgtgaagat 60

ggac 64

<210> 24
<211> 463
<212> PRT
<213> Artificial Sequence

<220>
<223> mAbl heavy chain

<400> 24

Met Glu Phe Gly Leu Ser Trp Leu Phe Leu Val Ala Ile Leu Lys Gly

1 5 10 15

Val Gln Cys Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys
20 25 30

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe

35 40 45
Ser Ser Tyr Asp Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 55 60

Glu Trp Val Ser Thr Ile Ser Ser Gly Gly Ser Tyr Thr Tyr Tyr Leu

65 70 75 80

Asp Ser Ile Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn

85 90 95

Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val
100 105 110

Tyr Tyr Cys Ala Arg Gln Gly Leu Asp Tyr Trp Gly Arg Gly Thr Leu

115 120 125
Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu
130 135 140

Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys

145 150 155 160

Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser

165 170 175

Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser

180 185 190



Ser Gly Leu Tyr Ser Leu Ser
195
Leu Gly Thr Gln Thr Tyr Ile
210 215
Thr Lys Val Asp Lys Lys Val
225 230
Thr Cys Pro Pro Cys Pro Ala
245
Phe Leu Phe Pro Pro Lys Pro
260
Pro Glu Val Thr Cys Val val
275
Val Lys Phe Asn Trp Tyr Val
290 295
Thr Lys Pro Arg Glu Glu Gln
305 310
Val Leu Thr Val Leu His Gln
325
Cys Lys Val Ser Asn Lys Ala
340
Ser Lys Ala Lys Gly Gln Pro
355
Pro Ser Arg Asp Glu Leu Thr
370 375
Val Lys Gly Phe Tyr Pro Ser
385 390
Gly Gln Pro Glu Asn Asn Tyr
405
Asp Gly Ser Phe Phe Leu Tyr
420
Trp Gln Gln Gly Asn Val Phe
435
His Asn His Tyr Thr Gln Lys
450 455

<210> 25

<211> 233

<212> PRT

<213> Artificial Sequence

<220>
<223> mAbl light chain

<400> 25

Met Glu Ala Pro Ala Gln Leu
1 5

Asp Thr Thr Gly Glu Ile Val

20
Leu Ser Pro Gly Glu Arg Ala
35
Ile Asn Tyr Ile Tyr Trp Tyr
50 55

Leu Leu Ile Tyr Leu Thr Ser

Ser
200
Cys
Glu
Pro
Lys
Val
280
Asp
Tyr
Asp
Leu
Arg
360
Lys
Asp
Lys
Ser
Ser

440
Ser

Leu
Leu
Thr
40

Gln

Asn

Val
Asn
Pro
Glu
Asp

265
Asp

Asn
Trp
Pro
345
Glu
Asn
Ile
Thr
Lys
425

Leu

Phe
Thr
25

Leu

Gln

Leu

Val
Val
Lys
Leu
250
Thr
Val
Val
Ser
Leu
330
Ala
Pro
Gln
Ala
Thr
410
Leu

Ser

Ser

Leu
10

Gln
Ser

Lys

Ala

15

Thr
Asn
Ser
235
Leu
Leu
Ser
Glu
Thr
315
Asn
Pro
Gln
Val
Val
395
Pro
Thr
Val

Leu

Leu
Ser
Cys
Pro

Ser

Val
His
220
Cys

Met
His
Val
300
Tyr
Gly
Ile
Val
Ser
380
Glu
Pro
Val

Met

Ser
460

Leu
Pro
Ser
Gly

60
Gly

Pro
205
Lys
Asp
Gly
Ile
Glu
285
His
Arg
Lys
Glu
Tyr
365
Leu
Trp
Val
Asp
His

445
Pro

Leu
Ala
Ala
45

Gln

Val

Ser
Pro
Lys
Pro
Ser
270
Asp
Asn
Val
Glu
Lys
350
Thr
Thr
Glu
Leu
Lys
430
Glu

Gly

Trp
Thr
30

Ser

Ala

Pro

Ser
Ser
Thr
Ser
255
Arg
Pro
Ala
Val
Tyr
335
Thr
Leu
Cys
Ser
Asp
415
Ser

Ala

Lys

Leu
15

Leu
Ser

Pro

Ala

Ser
Asn
His
240
Val
Thr
Glu
Lys
Ser
320
Lys
Ile
Pro
Leu
Asn
400
Ser

Arg

Leu

Pro
Ser
Ser
Arg

Arg



65 70
Phe Ser Gly Ser Gly Ser Gly
85
Leu Glu Pro Glu Asp Phe Ala
100
Asn Pro Leu Thr Phe Gly Gly
115

Val Ala Ala Pro Ser Val Phe
130 135

Lys Ser Gly Thr Ala Ser Val

145 150

Arg Glu Ala Lys Val Gln Trp

165
Asn Ser Gln Glu Ser Val Thr
180
Ser Leu Ser Ser Thr Leu Thr
195

Lys Val Tyr Ala Cys Glu Val
210 215

Thr Lys Ser Phe Asn Arg Gly

225 230

<210> 26

<211> 470

<212> PRT

<213> Artificial Sequence

<220>
<223> mAb2 heavy chain

<400> 26

Met Gly Trp Ser Cys Ile Ile

1 5

Val His Ser Glu Val Gln Leu

20
Pro Gly Gly Ser Leu Arg Leu
35

Thr Ser Gly Tyr Ser Trp Asn
50 55

Leu Glu Trp Val Ala Ser Ile

65 70

Pro Ser Val Lys Gly Arg Ile

85
Thr Phe Tyr Leu Gln Met Asn
100
Tyr Tyr Cys Ala Arg Gly Ser
115

Val Trp Gly Gln Gly Thr Leu
130 135

Gly Pro Ser Val Phe Pro Leu

145 150

Gly Thr Ala Ala Leu Gly Cys

165

Thr
Val
Gly
120
Ile
Val
Lys
Glu
Leu
200
Thr

Glu

Leu
Val
Ser
40

Trp
Thr
Thr
Ser
His
120
Val
Ala

Leu

Asp
Tyr
105
Thr
Phe
Cys
Val
Gln
185
Ser
His

Cys

Phe
Glu
25

Ile
Tyr
Ile
Leu
105
Tyr
Thr

Pro

Val

Phe
90

Tyr
Lys
Pro
Leu
Asp
170
Asp
Lys

Gln

Leu
10

Ser
Ala
Arg
Asp
Ser
90

Arg
Phe
Val

Ser

Lys
170

16

75
Thr

Cys
Val
Pro
Leu
155
Asn
Ser

Ala

Gly

Val
Gly
Val
Gln
Gly
75

Arg
Ala
Gly
Ser
Ser

155
Asp

Leu
Leu
Glu
Ser
140
Asn
Ala
Lys
Asp

Leu
220

Ala
Gly
Ser
Ala
60

Ser
Asp
Glu
His
Ser
140
Lys

Tyr

Thr
Gln
Ile
125
Asp
Asn
Leu
Asp
Tyr

205
Ser

Thr
Gly
Gly
45

Pro
Thr
Asp
Asp
Trp
125
Ala

Ser

Phe

Ile
Trp
110
Lys
Glu
Phe
Gln
Ser
190
Glu

Ser

Ala
Leu
30

Tyr
Gly
Asn
Ser
Thr
110
His
Ser

Thr

Pro

Ser
95

Ser
Arg
Gln
Tyr
Ser
175
Thr
Lys

Pro

Thr
15

Val
Ser
Lys
Tyr
Lys
95

Ala
Phe
Thr

Ser

Glu
175

80
Ser

Ser
Thr
Leu
Pro
160
Gly
Tyr
His

Val

Gly
Gln
Ile
Gly
Asn
80

Asn
Val
Ala
Lys
Gly

160
Pro



Val
Phe
Val
Val
225
Lys
Leu
Thr
Val
Val
305
Ser
Leu
Ala
Pro
Gln
385
Ala
Thr
Leu

Ser

Ser
465

<210> 27

Thr
Pro
Thr
210
Asn
Ser
Leu
Leu
Ser
290
Glu
Thr
Asn
Pro
Gln
370
Val
Val
Pro
Thr
Val

450
Leu

Val
Ala
195
Val
His
Cys
Gly
Met
275
His
Val
Tyr
Gly
Ile
355
Val
Ser
Glu
Pro
Val
435
Met

Ser

<211> 237
<212> PRT
<213> Artificial Sequence

<220>
<223> mAb2 light chain

<400> 27

Ser
180
Val
Pro
Lys
Asp
Gly
260
Ile
Glu
His
Arg
Lys
340
Glu
Tyr
Leu
Trp
Val
420
Asp
His

Pro

Trp
Leu
Ser
Pro
Lys
245
Pro
Ser
Asp
Asn
Val
325
Glu
Lys
Thr
Thr
Glu
405
Leu
Lys
Glu

Gly

Asn
Gln
Ser
Ser
230
Thr
Ser
Arg
Pro
Ala
310
Val
Tyr
Thr
Leu
Cys
390
Ser
Asp
Ser

Ala

Lys
470

Ser
Ser
Ser
215
Asn
His
Val
Thr
Glu
295
Lys
Ser
Lys
Ile
Pro
375
Leu
Asn
Ser

Arg

Leu
455

Gly
Ser
200
Leu
Thr
Thr
Phe
Pro
280
Val
Thr
Val
Cys
Ser
360
Pro
Val
Gly
Asp
Trp

440
His

Met Gly Trp Ser Cys Ile Ile Leu

1

5

Val His Ser Asp Ile Gln Leu Thr

20

Ala Leu
185
Gly Leu

Gly Thr
Lys Val

Cys Pro
250

Leu Phe

265

Glu val

Lys Phe
Lys Pro

Leu Thr
330

Lys Val

345

Lys Ala

Ser Arg

Lys Gly

Gln Pro
410

Gly Ser

425

Gln Gln

Asn His

17

Thr
Tyr
Gln
Asp
235
Pro
Pro
Thr
Asn
Arg
315
Val
Ser
Lys
Glu
Phe
395
Glu
Phe
Gly

Tyr

Ser
Ser
Thr
220
Lys
Cys
Pro
Cys
Trp
300
Glu
Leu
Asn
Gly
Glu
380
Tyr
Asn
Phe

Asn

Thr
460

Gly
Leu
205
Tyr
Lys
Pro
Lys
Val
285
Tyr
Glu
His
Lys
Gln
365
Met
Pro
Asn
Leu
Val

445
Gln

Phe Leu Val Ala Thr

10

Gln Ser Pro Ser Ser

25

Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser

Val His
190
Ser Ser

Ile Cys
Val Glu

Ala Pro
255

Pro Lys

270

Val Vval

Val Asp
Gln Tyr

Gln Asp
335

Ala Leu

350

Pro Arg

Thr Lys
Ser Asp

Tyr Lys
415

Tyr Ser

430

Phe Ser

Lys Ser

Ala Thr
15

Leu Ser

30

Gln Ser

Thr
Val
Asn
Pro
240
Glu
Asp
Asp
Gly
Asn
320
Trp
Pro
Glu
Asn
Ile
400
Thr
Lys
Cys

Leu

Gly
Ala

Val
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35 40 45
Asp Tyr Asp Gly Asp Ser Tyr Met Asn Trp Tyr Gln Gln Lys Pro Gly
50 55 60
Lys Ala Pro Lys Leu Leu Ile Tyr Ala Ala Ser Tyr Leu Glu Ser Gly
65 70 75 80
Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu
85 90 95
Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln
100 105 110
Gln Ser His Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu
115 120 125
Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser
130 135 140
Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn
145 150 155 160
Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala
165 170 175
Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys
180 185 190
Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp
195 200 205
Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu
210 215 220
Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 28

<211> 66

<212> DNA

<213> Artificial Sequence

<220>
<223> hsa-miRNA-1287 oligonucleotide forward

<400> 28
tgctgtgctg gatcagtggt tcgagtcgtt ttggccactg actgacgact cgaaccacat 60

ccagca 66
<210> 29
<211> 66

<212> DNA
<213> Artificial Sequence

<220>
<223> hsa-miR-1287_oligonucleotide_reverse

<400> 29
cctgtgctgg atgtggttcg agtcgtcagt cagtggccaa aacgactcga accactgatc 60

cagcac 66



19

<210> 30

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> hsa-miRNA-1978 oligonucleotide forward

<400> 30
tgctgggttt ggtcctagecc tttctagttt tggccactga ctgactagaa aggctaacca

aacc

<210> 31

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> hsa-miR-1978_oligonucleotide_reverse

<400> 31
cctgggtttg gttagccttt ctagtcagtc agtggccaaa actagaaagg ctaggaccaa

accc

<210> 32

<211> 22

<212> RNA

<213> Homo sapiens

<220>
<223> hsa-miRNA-1287

<400> 32
ugcuggauca gugguucgag uc

<210> 33

<211> 21

<212> RNA

<213> Homo sapiens

<220>
<223> hsa-miRNA-1978

60

64

60

64

22



20

<400> 33
gguuuggucc uagccuuucu a

<210> 34

<211> 22

<212> RNA

<213> Artificial Sequence

<220>
<223> negative control miRNA

<400> 34
gaaauguacu gcgcguggag ac

<210> 35

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shAtf6B#2_oligonucleotide_forward

<400> 35
tgctgttcac ttccagaacc tcctctgttt tggccactga ctgacagagg aggctggaag

tgaa

<210> 36

<211> 64

<212> DNA

<213> Artificial Sequence

<220>
<223> shAtf6b#2 oligonucleotide reverse

<400> 36
cctgttcact tccagcctcc tctgtcagtc agtggccaaa acagaggagg ttctggaagt

gaac
<210> 37
<211> 21

<212> RNA
<213> Artificial Sequence

<220>

21

22

60

64

60

64



<223>

<400>

shAtfeb#2

37

uucacuuccCa gaaccuccuc u

<210>
<211>
<212>
<213>

<220>
<223>

<400>

38
19
RNA
Artificial Sequence

SiRNA NT-control#l

38

ugguuuacau gucgacuaa

<210>
<211>
<212>
<213>

<220>
<223>

<400>

39

19

RNA

Artificial Sequence

SiRNA NT-control#2

39

ugguuuacau guuguguga

<210>
<211>
<212>
<213>

<220>
<223>

<400>

40

19

RNA

Artificial Sequence

SiRNA NT-control#3

40

ugguuuacau guuuucuga

<210>
<211>
<212>
<213>

<220>
<223>

41

19

RNA

Artificial Sequence

SiRNA NT-control#4

21

21

19

19

19



<400> 41
ugguuuacau guuuuccua

<210> 42

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (Atfé6b) forward

<400> 42
gagcaggatg tcccgtttga

<210> 43

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (Atféb) reverse

<400> 43
agctcaggga ggaggaagag

<210> 44

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (TbclD20) forward

<400> 44
ccctgaacag tgatcccacc

<210> 45

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (TbclD20) reverse

<400> 45
atccttcctt gacacaggceg

22

19

20

20

20

20



<210> 46

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (CerS2) forward

<400> 46
cccatacaga gcatcgtccc

<210> 47

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (CerS2) reverse

<400> 47
ggcaaaccag gagaagctga

<210> 48

<211> 22

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (CHOP) forward

<400> 48
gaccctgttt ctttcccttc ag

<210> 49

<211> 21

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (CHOP) reverse

<400> 49
ggactgggtt ctgctttcag g

23

20

20

22

21



<210> 50

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (GRP78) forward

<400> 50
accacctatt cctgecgttgg

<210> 51

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (GRP78) reverse

<400> 51
agaccgtgtt ctcgggattg

<210> 52

<211> 20

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (Herpudl) forward

<400> 52
gaagagtccc aaccagcgtc

<210> 53

<211> 21

<212> DNA

<213> Artificial Sequence

<220>
<223> gPCR primer (Herpudl) reverse

<400> 53
atgtcgcttt tcctgectttg g

24

20

20

20

21





