BLAST @, plastn suite-2sequences » results for RID-PYT25JWP114

Job Title 8ZG F07 52-PCDH 21 ...

RID PYT25JWP114 Search expires on 09-05 15:14 pm
Program Blast 2 sequences

Query ID Icl|Query_45975 (dna)

Query Descr  8ZG_F07 52-PCDH Z1 ...
Query Length 791

Subject ID Icl|Query_45977 (dna)
Subject Descr None ...

Subject Length 513

Descriptions
Description Max Total Query E Per. Accession
Score Score Cover value Ident
None provided 948 948 64% 0.0 100.00% Query_45977
Graphic Summary
Distribution of the top 1 Blast Hits on 1 subject sequences
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1 150 300 450 600 750
Alignments
Alignment view ' Pairwise ¥ CDS feature

Sequence ID: Query_45977 Length: 513 Number of Matches: 1
Range 1: 1to 513

Score Expect Identities Gaps Strand Frame
948 bits(513) 0.0() 513/513(100%) 0/513(0%) Plus/Plus
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Appendix 1. Sequencing result. As shown in the picture, there was 100% similarity to the expected
amplicon.



File: 8ZG_F0 PCI 06.ab’ Run Ended: Oct 10, 2018, 16:59:36  Signal G:. : 1196 C:
Sample: 8Z ne: 41 ase spacing: 16.21 791 bases in 16005 scans
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Abpendfi 2. Sequencing chromatogram



