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