DNA sequence editing

i

]

Summer School:

g

w«%&%m\\\\ 0y

R
o

%N
. ~‘L

\\
\

,from fungal morphology to genotype”

Julia Pawtowska

25.08.2023

Univeristy of Warsaw



General pipeline

DNA

mushroom extraction PCR amplification gel ~ PCRproducts DNA-
of selected electrophoresis cleaning sequencing
N\ \ \, molecular markers A TR \ [\
hY 11 AY \, ALY = N\ \, LY
— / / /S SN e ROK /| = W) / /
.r"r .-"'r i N / »"f -"'II- .-"Il. A .-"'r ,-"'lr .-"'r .-"'r
! i & 4 |--_. b L ’ £ £ L A

Tempeeratura [ "C)

Created in BioRender.com bio



Sanger sequencing results
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Primers used for sequencing
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Primers used for sequencing
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Primers used for sequencing
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Primers used for sequencing
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Primers used for sequencing

VG, SR6
YD, TSt 1S3,
Il ssu 5.8S tsu ||
ITS1 <= ITS2 <l

IT2

s
ITS1f - forward ﬁ

reverse reverse sequence

ITS4 - reverse

align it with forward one

consensus



Download the test results

https://ibe.biol.uw.edu.pl/wp-content/uploads/sites/22/2022/09/test-results.zip

Mazwa Data modyfikagji
7 6_ITS4 07.09.2022 22:35
¥ 6ITS1f 07.09.2022 22:35
2 6ITSIf 07.09.2022 22:34

¥ 6154

ATGGSTGGCWCTACTGATCCGAGGTCACCATAGAAAAATTTGGGTTTTGGCAGAAGCTCACCGAGCACCTGTAACGAGAG
ATATTACTACGTTCAGGACCCAGCGGCGCCGCCACTGATTTTAGAGCCGGCCATTGCTGACATAGACTCAATACCAAGCT
AAGCTTGAGGGTTGAAATGACGCTCGAACAGGCATGCCCCCCGGAATACCAAGGGGCGCAATGTGCGTTCAAAGATTCGA
TGATTCACTGAATTCTGCAATTCACATTACTTATCGCATTTCGCTGCGTTCTTCATCGATGCCAGAACCAAGAGATCCGT
TGTTGAAAGTTTTAACTATTATATAGTACTCAGACGACAATAATAAAAAGAGTTTTGGTATCCTCTGGCGAGCATACAAG
GCCCGAAGGCAGCTCGCCAAAGCAACAAAGTAATAATACACAAGGGTGGGAGGTCTACCCTTTCGGGCATGAACTCTGTA
ATGATCCTTCCGCAGGTTCACCTACGGAAACCTTGTTACGACTTTTACTTCCTCTAAWTKGACCAAGAGA

Typ Rozmiar
1 KB

244 KB

Plik SEQ 1 KB

2
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G GSTTAA G CTTC GTA GTGAWTGCGGAGGTCAT TACAGAGTTCATGCCCGAAAGGGTAGACCTCCCACCCTTGTGTATTATTACTTTIG

803, 2248 61



https://ibe.biol.uw.edu.pl/wp-content/uploads/sites/22/2022/09/test-results.zip

How to see your results?
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FAST TRACK TO GENE ANNOTATION AND GENOME ANALYSIS
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TCTCTTGGTCMAWT TAGAGGAAGTAAAAGTCGTAACAAGGTTTCCGTAGGTGAACCTGCGGAAGGATCATTACAGAGTTCATGCCCGAAAGGGTAGACCTCCCACCCTTGTGTATTATTACTTTGTTGCTTTGGCGAGCTGCCTTCGGGCCTTGTATGCTCGCCAG

GGATACCAAAACTCTTTT

TTGTCGTCTGAGTACTATATAATAGTTAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCTTGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCATT
CCTCAAGCTTAGCTTGGTATTGAGTCTATGTCAGCAATGGCCGGCTCTAAAATCAGTGGCGGCGCCGCTGGATCCTGAACGTAGTAATATCTCTCGTTACAGGTGCTCGGTGAGCTTCTGCCAAAACCCAAATTTTTCTATGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAAGCAT

TAAGCCGGAGGA
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