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Reference Gene Length Start End Strand Transcripts Longest transcri.. Reads Spliced Reads
Fvblin Gene_1 2639 134164 136802 + 1 2004 73
Fvblin Gene_2 7250 139676 146925 + 1 1975 23
Fublin Gene_3 1253 161839 1630491 7 1 1253 17
Feblin Gene_4 2952 174817 177768 + 1 2408 9
FvblIn Gene_5 3286 177932 181217 - 1 1581 4
Feblin Gene_& 2832 241576 244407 + 2 1762 22
Fvblin Gene_7 1685 284465 286149 7 1 1685 10
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Fusion name

5 gene

5 chromosome

¥ gene

¥ chromosome
Reported transcript 5
Reported transcript 3°
Translocation name
P-value

Z-score

Fusion crossing reads
5 read coverage

3 read coverage

5 position
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3 position Translocation Mame Count

43,116,583 NCOA4{NM_001145260.1%r. 55
1_1014_RET{NM_020975.4%r.
2327_5617
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