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RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 142
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb6 

HMG (high mobility group) box

HMG−box domain

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Anaphase−promoting complex, cyclosome, subunit 3

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Beta defensin

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Proline−rich protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb6 

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Spindle and kinetochore−associated protein 2

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Spindle and kinetochore−associated protein 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA polymerase Rpb6 

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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AK6

RETAINED PROTEIN DOMAINS
reading frame unclear

AAA domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


