Priloha 1

Sekvencni porovnani pfipravenych konstrukti cbf11(303-492) a cbf12(626-829)
v plasmidu pCR®2.1-TOPO® pomoci algoritmu BLAST.

Query - sekvenovany fragment

Shjct - ocekavana sekvence cbfl1(303-492) nebo cbfl2(626-829) spolu s ,,nastavei
pro restrikéni Stépeni

Sekvenovany fragment 1-79 odpovida vektoru pCR®2.1-TOPO®

CBF11 -1 identita: 100%

Query 80 AATGGATCCTTAGCCCACTATAGTCCAGCATACAGAATCTCCAACTCGAGTCATTTCATT 139

rrrrrrrrrrrerrrrr e et e e e e et e e e e e e e
Sbjct 591 AATGGATCCTTAGCCCACTATAGTCCAGCATACAGAATCTCCAACTCGAGTCATITTCATT 532

Query 140 TGAACTCAAGTTTCCAACAGCTTCCCATTCTATGGGCAATATAGCCTCACTAGATGCATT 199

rrrrrrrrrrrerrrrr e et e e e e et e e e e e e e
Sbjct 531 TGAACTCAAGITTCCAACAGCTTCCCATTCTATGGGCAATATAGCCTCACTAGATGCATT 472

Query 200 TCTGTTTTGTGCCGACGTGGCCCCAAGAAACCAACGGACTGAAATATTATTGGAATATGC 259

rrrrrrrrrrrerrrrr e et e e e e et e e e e e e e
Sbjct 471 TCIGTTTITGTGCCGACGTGGCCCCAAGAAACCAACGGACTGAAATATTATTGGAATATGC 412

Query 260 CAGTGAACTATGCTCAGCGATCTTAAGATGCCGTACGTTTGATATGGGATATGCGCTTTC 319

rrrrrrrrrrrerrrrr e et e e e e et e e e e e e e
Sbjct 411 CAGTGAACTATGCTCAGCGATCTTAAGATGCCGTACGITTGATATGGGATATGCGCTITC 352

Query 320 TAATACAATTCTATGCATTTGATTAACGTAACCGTCCTCCTCAGCAATGTGGTCTTTTTC 379

FErrrrrrrrrrer e e e e e e e e e et e e e e e e
Sbjct 351 TAATACAATTCTATGCATTTGATTAACGTAACCGTCCTCCTCAGCAATGIGGTCTTTITC 292

Query 380 TACTCGTCGAATAATTAAAGGGTCACTCGTCGTTCCTGTTGCTTCATCGACCAATTCAAC 439

FErrrrrrrrrrrr e e et e et e et e et e e e e e e e
Sbjct 291 TACTCGTCGAATAATTAAAGGGTCACTCGTCGTTCCTGTTGCTTCATCGACCAATTCAAC 232

Query 440 GATGGAGCCATATTTAATGGGTTCTGGGTTATCGACATCGTCGCATACCTTCAGTTTACC 499

LEErrrrerrrrrrerrrrrrerr e et e et et e
Sbjct 231 GATGGAGCCATATTTAATGGGTTCTGGGTTATCGACATCGTCGCATACCTTCAGTTTACC 172

Query 500 ATTTTCATCTGGTAATAGCAGGTTAATACGCAATGGCACCCATCTATCACCGCGAAGACA 559

PErrrrrrrrrrrrrrrrrrrrrerrrrrrerrr e et rr e
Sbjct 171 ATTTTCATCTGGTAATAGCAGGTTAATACGCAATGGCACCCATCTATCACCGCGAAGACA 112

Query 560 AAACTGACCAGCCTCAATCGATGTATACTTTGTACGTACAGTTTGTGAATTAATCCGGTT 619

Errrrrrrrrrrrrrrr e e e e e e e et et e e e e e e
Sbjct 111 AAACTGACCAGCCTCAATCGATGTATACTTTIGTACGTACAGTTITGTGAATTAATCCGGIT 52

Query 620 ATAAAGGCTGACGACTGAACCGGATCGCAACGTAATATTACTCATATGGTC 670

PErrrrrrrrrrrrrrrrrrrrrrrr e e e e e e e e e
Sbjct 51  ATAAAGGCTGACGACTGAACCGGATCGCAACGTAATATTACTCATATGGIC 1



CBF12-1 identita; 100%
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GAAGGATCCTAGGAAATAATTGACCACATGGCTGACCAAGGAAGAACAGAATGAGTGGCT

Frrrrrrreerrerrrerrrrrrrrrrrrrr e e e e e e e e e
GAAGGATCCTAGGAAATAATTGACCACATGGCTGACCAAGGAAGAACAGAATGAGTGGCT

TTCGTGGGATCATTGGGATCTGAGTATTCTAATTCACCTGAAGTGAAACTGATTTCACTA

Frrrrerrrerrerrrerrrrrrrrrr e e e e e e e e e
TTCGTGGGATCATTGGGATCTGAGTATTCTAATTCACCTGAAGTGAAACTGATTTCACTA

GATTGTTTTTCATCTATATACAGGAAACGCTTGGTTTCGTGACATTGAAAGGCTAGTTTG

Frerrerrrerrerrrerrrrrrrrrrrerr e e e e e e e e e
GATTGTTTTTCATCTATATACAGGAAACGCTTGGTTTCGTGACATTGAAAGGCTAGTTTG

GAAAGACAATTAATGGCTTCACTTGGGGCCCTCGAAGAAAGCGATACCTTCCAATTATCG

Frrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrr e e e e e
GAAAGACAATTAATGGCTTCACTTGGGGCCCTCGAAGARAGCGATACCTTCCAATTATCG

TGCTTCTTTAATATCAAGGGCGGCGATTGCACACCGGTTATTTTGCTTACTAAAATGATA

Ferrrrrrrerrrrrrrrerrrrrrrrrr e rr e e e e e
TGCTTCTTTAATATCAAGGGCGGCGATTGCACACCGGTTATTTTGCTTACTAAAATGATA

ACCATATTGGAGCACAACACTTTGCTTCTTGAGTCACTTGGATTGGAATTGTTTCCTTTG

Ferrrrrrrerrrrrrrrerrrrrrrrrr e rr e e e e e e
ACCATATTGGAGCACAACACTTTGCTTCTTGAGTCACTTGGATTGGAATTGTTTCCTTTG

TTAAGTTCATCGACAGAAAAAATATAAAAAGGTTCCCATAAATTGTTTGCCATAGCCAGG

Ferrrrrrrerrrrrrrrerrrrrrrrrr e rr e e e e e e
TTAAGTTCATCGACAGAAAAAATATAAAAAGGTTCCCATAAATTGTTTGCCATAGCCAGG

CCGGCACCTTCGTTTTCAGCATCGTTAGGGGCGTCGGTGGTAGGGAAATAATTCGAATTG

FEEEEEEEEE R e e e e e e e e e e
CCGGCACCTTCGTTTTCAGCATCGTTAGGGGCGTCGGTGGTAGGGAAATAATTCGAATTG

TATTTCATGTTAAGGGAAACTTTTGATATCGCTCTTTGAACATTGCTGGTACCTAGGAAT

Frrrrrrrrerrerrrrrrrrrrrrrr e e e e e e e e e e
TATTTCATGTTAAGGGAAACTTTTGATATCGCTCTTTGAACATTGCTGGTACCTAGGAAT

AATGCATTGTTATGCTGAGCCCGGTATCTGTTGAATAAACAAACGCAATCACCATGGCGT

Frrrrrrrrerrerrrerrrrrrrrrrrerr e e e e e e e e
AATGCATTGTTATGCTGAGCCCGGTATCTGTTGAATAAACAAACGCAATCACCATGGCGT

ATGCTCATGTCAGACACTTTCATATGGTC 708

FEETEEEE e e e
ATGCTCATGTCAGACACTTTCATATGGTC 1
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