
A
B

C

aactttgtcagcgagcaagaacaatgcc
aggaggtctggagaaaacgtgtcatca
gtgcatttctaaaatcgccagcaatggaa
ccatcactgttgctggaggcacctgacaa
atcctagcgaatttttggagcatctccacc
cagg
F:ACAATGCCAGGAGGTCTGGA
R:AGGATTTGTCAGGTGCCTCC
Product size 98bp

100bp
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Helpful tips:

Base color indicates quality: extremely high (Q40+), high (Q30~Q39) , moderate (Q20~Q29), low (Q15~Q19), extremely low (0~Q14).
Move mouse over the base, it will show the quality value
Click on any row, the original read/pair will be displayed
For pair-end sequencing, GeneFuse tries to merge each pair, with overlapped assigned higher qualities

Columns:

col1: is fusion mapped with original read? → means original read, ← means reverse complement
col2: edit distance (ed) between read and reference sequence (left_part_ed | right_part_ed)
col3: read's left part after fusion break
col4: read's right part after fusion break

Found 1 fusion:

1, Fusion: KDM4B_NM_015015:intron:1|-chr19:5001221___TMEM272_NM_001351006:intron:2|+chr13:51830001 (total: 5, unique:5)

1, Fusion: KDM4B_NM_015015:intron:1|-chr19:5001221___TMEM272_NM_001351006:intron:2|+chr13:51830001 (total: 5, unique:5)
Inferred protein:

KDM4B_NM_015015 TMEM272_NM_001351006
E23 ← E22 ← E21 ← E20 ← E19 ← E18 ← E17 ← E16 ← E15 ← E14 ← E13 ← E12 ← E11 ← E10 ← E9 ← E8 ← E7 ← E6 ← E5 ← E4 ← E3 ← E2 ← ← E2 ← E1

Supporting reads:

KDM4B_NM_015015:intron:1|-chr19:5001221 = ↓ ↓ = TMEM272_NM_001351006:intron:2|+chr13:51830001

TCACACCTGTAATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCCTGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTTGGTTCCTTTTCTGC
0001← 0|0 TCACACCTGTAATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCCTGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTT
0002← 0|0 CACACCTGTAATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCCTGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTTG
0003→ 0|0 ACCTGTAATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCCTGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTTGGTT
0004← 0|0 CTGTAATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCCTGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTTGGTTCC
0005← 1|0 ATTCCAGCACTTTGGGAGCCCACTTGAGCCCGGGAGTTTGAGACCAGCCTGGGCAACATAGCAAGACCATGTATT AATTCTGTACAAACAGATCTTGTCAAAATCACTCTTATCTTCCCTTAGCCTCCCCACACAGTTTGGTTCCTTTTC
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66/92.26G/D2201508A_69_2.fq.gz -h report1.html
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