(from 4788-4987 bp) 15.10. 2021 21:57:01

Template Alignment: ConstructC _primer47
AR RN EE R EE AN AEEINERAEEEAEEENERNEENICRRINEEINEENAREENERRORERONERNNENE

CCTTCGGGTGGGCCTTTCTGCGTTTATATACTAGAGAGAGAATATAAAAAGCCAGATTATTAATCCGGCTTTTTTATTATTTGGATCCTAGGACGCCGCC

template sequence ConstructC_primer47

CCTTCGGGTGGGCCTTTCTGCGTTTATATACTAGAGAGAGAATATAAAAAGCCAGATTATTAATCCGGCTTTTTTATTATTTGGATCctaggacgecgcec

| deriv...tion »¢
S Bidirectional terminator [ [ pDG3661 ns
aligned sequence ch168 + C Revers complement

\WANCNANMAANVIAN A YAYAATAYA A W' (\
CCTTCGGGTGGGCCTTTCTGCGTTTATATACTAGAGAGAGAATATAAAAAGCCAGATTATTAATCCGGCTTTTTTATTATTTGGATCCTAGGACGCCGCC

aligned sequence ConstructC_primer47

AAGCCAGCTTAAACCCAGCTCAATGAGCTGGGTTTTTTGTTTGTTAAAAATGAAGAAGAAACTGTGAAGCGTATTTAACTAGTAAAATCTAAGACATATC

template sequence ConstructC_primer47

aagccagcttaaacccagctcaatgagectgggttttttgtttgttaaaaatgaagaagaaactgtgaagegtatttaactagtaaaatctaagacatatce

3» derived from Bacillus subtilis rrnO; terminates lacZtranscription D> derived f...yE front <«
St pDG3661 g

aligned sequence ch168 + C Revers complement

N

AAGCCAGCTTAAACCCAGCTCAATGAGCTGGGTTTTTTGTTTGTTAAAAATGAAGAAGAAACTGTGAAGCGTATTTAACTAGTAAAATCTAAGACATATC

aligned sequence ConstructC_primer47
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Template Alignment: ConstructC_primer47 (from 4988-5187 bp) 15.10. 2021 21:57:01

ATGATTTATAAAAACAAAAAAACCTTGCAGGATATGCAAGGCTTCTGGATGACCCGTACGGGATTCGAACTCCGGATGTGAGCGCCGGTCGCTACCATTA

template sequence ConstructC_primer47

atgatttataaaaacaaaaaaaccttgcaggatatgcaaggcttctggatgacccgtacgggattcgaactccggatgtgagegecggtcgetaccatta

< derived from Bacillus subtilis rrnB; terminates transcription from amyE front |
sh pDG3661 s
aligned sequence ch168 + C Revers complement

R e

ATGATTTATAAAAACAAAAAAACCTTGCAGGATATGCAAGGCTTCTGGATGACCCGTACGGGATTCGAACTCCGGATGTGAGCGCCGGTCGCTACCATTA

aligned sequence ConstructC_primer47

CCAGTTGGTCTGGTGTCAAAAATAATAATAACCGGGCAGGCCATGTCTGCCCGTATTTCGCGTAAGGAAATCCATTATGTACTATTTAATTCTGCGTGAC

template sequence ConstructC_primer47

ccagttggtctggtgtcaaaaataataataaccgggcaggccatgtctgeccgtatttcgegtaaggaaatccattatgtact--———-——---=-=-----

sh pDG3661 1%
aligned sequence ch168 + C Revers complement

L

CCAGTTGGTCTGGTGTCAAAAATAATAATAACCGGGCAGGCCATGTCTGCCCGTATTTCGCGTAAGGAAATCCATTATGTACTATTTAATTCTGCGTGAC

aligned sequence ConstructC_primer47
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Template Alignment: ConstructC_primer47 (from 5188-5387 bp) 15.10. 2021 21:57:01

ATCCCATCGATCAGACCAGTTTTTAATTTGTGTGTTTCCATGTGTCCAGTTTGGAATACTCTTAACCTCATTGGAAATCGCGGCATAATCACTGGTGGTA

template sequence ConstructC_primer47

————— atcgatcagaccagtttttaatttgtgtgtttccatgtgtccagtttggaatactcttaacctcattggaaatcgeggcataatcactggtggta

amyE «
Integration site
| pDG3661 12

aligned sequence ch168 + C Revers complement

ummmuuu‘uMMMWMA.huumhhmuuhumum.mmmmmhm‘.k

ATCCCATCGATCAGACCAGTTTTTAATTTGTGTGTTTCCATGTGTCCAGTTTGGAATACTCTTAACCTCATTGGAAATCGCGGCATAATCACTGGTGGTA

aligned sequence ConstructC_primer47

TGATTGATGACCGCGTCAACAATGACCTTTATGCCATATTCTTCAGCGGCTGCACACATTTCTTTAAATTCTTGTTCAGTACCTAAGTAACGGTTGCCAA

template sequence ConstructC_primer47

tgattgatgaccgcgtcaacaatgacctttatgeccatattcttcageggectgcacacatttctttaaattcttgttcagtacctaagtaacggttgecaa

< amyE «
Integration site
il pDG3661 T
aligned sequence ch168 + C Revers complement

&“M.mumAAMMAmMAAMAAAMM“mM.mmWMMMMumAJMMMAMM

TGATTGATGACCGCGTCAACAATGACCTTTATGCCATATTCTTCAGCGGCTGCACACATTTCTTTAAATTCTTGTTCAGTACCTAAGTAACGGTTGCCAA

aligned sequence ConstructC_primer47
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Template Alignment: ConstructC_primer47 (from 5388-5587 bp) 15.10. 2021 21:57:01

AL L L L L L L L L LT
TTTGATACGATGTCGGCTGATACAGCCAGTACCAGTTCGACATGCTTTTATCTCCTTGATTCCCTTCCTTTACTTGGT TAATCGGAGATGTCTGAATGGC

template sequence ConstructC_primer47

tttgatacgatgtcggctgatacagccagtaccagttcgacatgecttttatectecttgattecccttectttacttggttaatcggagatgtctgaatggce

< amyE <
Integration site
Sii pDG3661 T

aligned sequence ch168 + C Revers complement

Ahtm.ammL&mmAuuum«m.AMMUM‘“N“MWMLAMuL‘mmm

TTTGATACGATGTCGGCTGATACAGCCAGTACCAGTTCGACATGCTTTTATCTCCTTGATTCCCTTCCTTTACTTGGTTAATCGGAGATGTCTGAATGGC

aligned sequence ConstructC_primer47

AL L L L L L L L L LT
TGTATATCCTGCATCATGAATATCCTTCATATTGTGTTTTAACGTATTGAACGACCAATTCCATGCATGAAGAATGGTTCCGCTTTTGATCGACGGTGCT

template sequence ConstructC_primer47

tgtatatcctgcatcatgaatatccttcatattgtgttttaacgtattgaacgaccaattccatgcatgaagaatggttccgettttgatcgacggtgct

< amyE «
Integration site
S pDG3661 12

aligned sequence ch168 + C Revers complement

mumuuumMMMMJAMhuMMmm&m&MmhAmMhhmm

TGTATATCCTGCATCATGAATATCCTTCATATTGTGTTTTAACGTATTGAACGACCAATTCCATGCATGAAGAATGGTTCCGCTTTTGATCGACGGTGCT

aligned sequence ConstructC_primer47
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Template Alignment: ConstructC_primer47 (from 5588-5787 bp) 15.10. 2021 21:57:01

GTAAGCTCATTCGATTTGTTCGCCGTTTCAGCACTCGCAGCCGCCGGTCCTGCCAGAACCAAATGAAACAGCAATAAAAATCCAGCGAATAACGGCAGTA

template sequence ConstructC_primer47

gtaagctcattcgatttgttcgecgtttcagcactcgcagecgecggtcecctgeccagaaccaaatgaaacagcaataaaaatccagegaataacggeagta

< amyE <
Integration site
Sii pDG3661 T

aligned sequence ch168 + C Revers complement

,AMMMJMMM&MAAAMLA&M«MMMAAMMMA«AAMAMA“.M“MMm

GTAAGCTCATTCGATTTGTTCGCCGTTTCAGCACTCGCAGCCGCCGGTCCTGCCAGAACCAAATGAAACAGCAATAAAAATCCAGCGAATAACGGCAGTA

aligned sequence ConstructC_primer47

AAGAGGTTTTGAATCGTTTTGCAAACATTCTTGACACTCCTTATTTGATTTTTGAAGA-CTTACTTCGGAGT-CAAAATCCCTCTTACTTCATTCTTCCG

template sequence ConstructC_primer47

aagaggttttgaatcgttttgcaaacattcttgacactccttatttgattttttgaagacttacttcggagtcaaaaatccctcttacttcattcttecg

< amyE |
Integration site
3 pDG3661 K Chromosome 2 «$

aligned sequence ch168 + C Revers complement

AAGAGGTTTTGAATCGTTTTGCAAACATTCTTGACACTCCTTATTTGATTTTTGAAGA CTTACTTCGGAGT-CAAAATCCCTCTTACTTCATTCTTCCG

aligned sequence ConstructC_primer47
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Template Alignment: ConstructC_primer47 (from 5788-5834 bp) 15.10. 2021 21:57:01

CTTCCTCCTTTCAAACGATGTG-AAAACTGGAGAATTTGTAASTMTA

template sequence ConstructC_primer47

cttcctcctttcaaaccgatgtgaagactggagaattttgttaacge

3 Chromosome 2 «$

aligned sequence ch168 + C Revers complement

CTTCCTCCTTTCAAACGATGTG-AAAACTGGAGAATTTGTAASTMTA

aligned sequence ConstructC_primer47
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