Appendix 8.1

Sequencing results of pPCEPO
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Appendix 8.2

BLAST results for pCEPO plasmid

Accession | Description Max score | Total score | Query coverage |_'1 E value | Max ident | Links
Transcripts
NM 0007982 Homo sapiens erythrapoietin (EPO), mANA 865 B65 90% 0.0 U E G
Genomic sequences [show first]
NW 001833065.2 | Homo sapiens chromosome 7 genomic contig, alternate assembl ksl 797 82% Ge-90 100%
NT 00793314 Homo sapiens chromosome 7 genomic contig, reference assemb 337 757 82% %e-90) 100%
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Appendix 8.2

BLAST results for pCEPO plasmid

}ref|NH Q00O7T99.2] m Homo =sapiens eryvthropoietin (EPC), mRNA
Length=1340

GENE TD: 20568 EPC | eryvthropoietin [Homo sapiens] (Over 100 PubMed links)

0.0
1,472 (0%)

Score = 865 bits (468), Expect
Identities = 471/472 (989%), Gaps
Strand=Flus/Plus=

Query 10 GAGT-CTGEEAGARGGTACCTCTTGEAGGCCARGEAGGCCEAGRATATCACGRACGEGCTGTE 68

LRl e rrerrnrrepnnrnnreirrenrrrrnnnrnnl
Sbjct 281 GAGTICCIGGRAGAGGETACCICITGGAGECCRAGGAGGCCEAGRATATCACGACGEECTGETE 350

Query &9 CIGARCACTGCAGCTTGAATGAGRATATCACTGTCCCAGRCACCARAGTTALTTTCTATE 128

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
Sbjct 351 GLoLCACTGCAGCTTGAATGAGRATATCACTGTCCCAGRACACCALAGTTAATTIICTATE 410

Query 129 CCIGERAAGLAGGATGGAGGTCGGGCAGCAGGCCGTAGRLGTICTGECAGGGCCTGEGCCCTGC 188

Lrrnrrrererrrrrrrrrerrrrrrererererrrrernrnrnrrrrrrrrrrrrnnnl
Sbict 411 CCTIGGRAGAGGATGGAGGTCGGGCAGCAGGCCEGTAGRAGTCTGECAGGGCCTGGCCCTGE 470

Query 18% TGICGEAAGCTGICCIGCGGGGCCAGGCCCIGITGEICARCTCTTCCCAGCCGTGEGAGE 248

Lrrrrrrrerrreeerrererrrernrreren e rrrrnrrnnl
Sbjct 471 TIGICGEERAGCTGICCIGCGGEGGCCAGECCCTIGITGETCARCTCTTCCCAGCCGTGEERAGS 530

Query 24% CCCIGCAGCTGCATGIGGEATAAAGCCGTCAGTGECCTTCGCAGCCTCACCACTCTECTTIC 308

Lrrrrrrnrrrrrrrnrrrrrrrernrreennrnenennnnrrnrerrerrnnnnrrnntl
Sbjct 531 CCCIGCRAGCIGCATGIGGATARAGCCGICAGIGGCCITCGCAGCCTICACCACTCTGCITC 590

Query 309 GGEGCICIGGGAGCCCAGLAGGARAAGCCATCICCCCTICCAGATGCGEGCCTCAGCTGCTCCAC 368

Lrrnrnrnrnrerrrrrrrerrrrerrrererernrnrnnnrnrnrrrrrrrrrnrnrnnl
Sbict 591 GGGCTICTGGGAGCCCAGARGGAAGCCATCTCCCCTCCAGATGCGGCCTCAGCTGCTCCRAC 650

Query 363 TCCGRARCALRTCACTGCTGACACTTTCCGCRAARACTCTTCCGAGICTACTCCAATTTCCTCC 428

IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII
S5bjct 651 CGRACRATCACTGCTGACACTITCCGCARACTCTTCCGAGTCTRACTCCAATTTCCTCC 710

Query 4239 GEEEAARLAGCTGRAAGCTGTLCACAGEEEAGECCTGCAGEACAGGEGEGACAGRTGE 480

Lrrrrrrpernrrrrnrrrrnr et rrnrrrrnntl
Sbjct 711 GGGGAARGCTGRAGCTGTACACAGGGGAGGCCTGCAGGACAGGGGACAGRATE T62



Appendix 8.3

Multiple alignment results of pCEPO
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Appendix 8.4

Sequencing results of pPCEPOKDEL
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Appendix 8.5

Multiple alignment results of pPCEPOKDEL
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Appendix 8.6

Sequencing results of a transformant bombarded with pCEPO
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Appendix 8.7

Sequencing results of a transformant bombarded with pPCEPOKDEL
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Appendix 8.8

BLAST results of a transformant bombarded with pCEPO

Accession | Description Maxscore | Totalscore | Querycoverage | Evalue | Maxident | Links
Transcripts
NM 000739.2  Homo sapiens ervthropoietin (EPQ), mRNA 207 207 39% 4e-51 AU E G M|

Genomic sequences [show first]
NW 001839065.2  Homo sapiens chromosome 7 genomic contia, alternate assembl

NT 007933.14 Homa sapiens chromosome 7 genomic contia, reference assemb

—
—

161 29% je-37 100%
161 29% Je-37 100%

[a—
s

}Dref|m-1 Q00799 2| m Homo =apiens erythropoietin (EPD), mENL
Length=1340

GENE ID: 2056 EPO | erythropoietin [Homo =sapiens] (Owver 100 PobMed links)

Score = 207 bit=s [(112), Expect
Identitie=s = 1147115 (9%9%), Gaps
Strand=Flus/Flus

4e-51
0/115 (0%)

Query 59 GEGCTGTGCTGAACACTGCAGCTTGAATGAGAATATCACTGTCCCAGACACCALAGTTALS 118

NN NN N NN N N NN NN NN NN NNy
Sbjct 343 GGGCTGIGCTGAACACTGCAGCTIGARTGAGAATATCACTGTCCCAGACACCAAAGTTAR 402

Query 11% TTTICTATGCCIGGEAAGAGGATGGEAGGTCGGGCAGCAGGCCGTAGRACTCTGGCAG 173

PLTEERE e e et el
Sbjct 403 TITCTATGCCTGGAAGAGGEATGEAGGTCGGGCAGCAGGCCGTAGAAGTCTGECAZ 457
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Appendix 8.9

BLAST results of a transformant bombarded with pPCEPOKDEL

Accession Description Maxscore | Total score Query coverage |_ E value Max ident Links

Transcripts
NM_000793.2 Homa sapiens ervthropoietin (EPO), mRNA 187 187 388, Se-45 979 m
Genomic sequences [show first]
NW 001839065.2  Homa sapiens chromosome 7 genomic contia, alternate assembl 134 196 38% 6e-29 100%
NT 007933.14 Homa sapiens chromosome 7 genamic contig, reference assemb 134 196 38% Be-29 100%
}Dref |NH 000798 .2] m Homo =apiens erythropoietin (EPD), mENL
Length=1340

FENE ID: 2056 EPD | ervthropoietin [Homo =sapiens] (Owver 100 PobMed links)

Score = 187 kbits (101), Expect = 5Se-—-45

Identities = 108/111 (97%), Gaps = 1/111 (0%)

Strand=Flus/Flus=s
Query &5 CIGCTCARC-CEECAGCTTGAATGRAGAATATCACTCGTCCCAGACACCARACTTARTTTCT 123

frrer e roreeerrreeererereeerrererrrrerrrrrrrerer et

Skbjct 348 GIGCTGALACACTGCAGCTTGRAATGAGRAATATCACTGTCCCAGRCACCARRAGTTALTTTCT 407

uery 124 ATGCCTGGAAGAGGATGGAGGTCGGECAGCAGGCCGTAGRAGTCTGEGCAGE 174

PELEET R e e e et rinrrrrrnl
Sbjct 408 ATGCCIGGAAGAGGATGGAGGTCGGGCAGCAGGCCGTAGAAGTCTGGCAGG 458
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Appendix 8.10

Multiple alignment results of a transformant bombarded with pCEPO
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Appendix 8.11

Multiple alignment results of a transformant bombarded with pPCEPOKDEL
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