Reassessment of annotation-defined Anise-specific candidates

9,176 candidates | Direct Anise RNA evidence and cross-cultivar Hass RNA evidence

A Gene annotation and Orthogroup partition

Anise I

Specific-OG genes: 9,176

Specific-OG genes: 1,835

westindian | c0620
Specific-OG genes: 2,371

M core Shared by two

[ Specific 0OG Unassigned

Anise excess in specific OGs: +7,341 / +6,805 genes

C Joint RNA evidence: overlapping sets

Hass RNA

Detected Not detected

Anise 2,809 501

detected 30.61% 5.46%

Anise 2,817

not detected

3,049

30.70% 33.23%

Either RNA source: 6,127 / 9,176 (66.77%)

Detected includes weak signals; non-detection is not absence.

E Prioritization of 2,909 retained candidates

M Tier1

RNA + structural evidence
[ | Tier2

Anise RNA; Hass not detected

Tier2b Anise RNA; weak Hass signal

M Tier3 Strong/moderate Hass signal
Tierd Limited RNA/structural evidence
Tier5 No RNA or strict structural support

Tierl + Tier2 = 176 selected for deeper review
Priority classes do not establish genomic specificity.

50,469

21

155

685

380

1,066

602

B RNA support for the same 9,176 candidates

Anise: 5 libraries

Hass: 21 libraries

Any: 3,310 (36.1%)

Any: 5,626 (61.3%)

M strong M Moderate Weak Not detected
Anise 134 1,987 1,189 5,866
Hass 367 1,115 4,144 3,550

Different sampling and grading rules; not expression levels.

D TE and protein-quality reassessment

TE-like annotation / domain

6,239 (67.99%)

Non-TE, protein caution

28 (0.31%)

Non-TE, basic QC pass

2,909 (31.70%)

TE-like and RNA-supported sets overlap:
4,098 TE-like candidates have at least one RNA signal.

Transcription alone does not establish a non-TE coding gene.

F Follow-up of the 176 selected candidates

176 reviewed with functional/domain evidence

Remove 9 TE-related + 3 organelle-like candidates
A 4

164 retained for protein/genome backsearch

|

157 7

Genomic support;
no qualifying protein*

Annotated protein homologs*

0 strict candidates retained by the original rules (n=164).
*Coverage >=80%, identity >=40%; genomic HSPs pooled.
Single-locus completeness of the 7 still needs validation.

RNA supports transcription; annotation-defined privacy is not strict cultivar-specific sequence presence.



