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Type: functional_element

Parent: PTL_TO000000362-R1

parent_location: scaffold 1 12282 42204

gene: PTL_TOOOD000362

database: fiNOG

ID: ENOG410M937

signature_desc: shisa homolog 5 (Xenopus laewvis)
feature_location: 1 1858

feature_coverage: 0,603

seed_egqgNOG_ortholog: 8128 ENSONIPO000000657 7
predicted_gene_name: SHISAS

GO_terms: -

KEGG_pathways: map04115
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Type: functional_elerment

Parent: TM1_TOOOOO0C0004-R1

parent_location: scaffold_1 32174 35625

gene: TM1_TOCO0000004

feature_location: TM1_TOOO0000004-R1 1 78

database: Pfam

ID: PFOEE40

signature_desc: BAAT / Acyl-Cof thicester hydrolase C terminal
Dbxref: InterPro:IPRO14840, Reactome: R-H5A-75105

GO_terms: -

ext_desc_ipr: IPRO14840,0Domain, BAAT/Acyl-Cod thioester hydrolase
C-terminal

ext_desc go: -

ext_desc reactome: R-H5A-75105,Fatty acyl-Cob biosynthesis
ext_desc_panther: -
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Male transcriptome Coverage

Male transcriptome Junctions

Male transcriptorme Mapping
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TM1_TOO000002EE-RL

Type: mRMNA

ID: TM1_TOO00000367-R1

Parent: TM1_GOO00000367
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Gene

TM1_TOO000002EE-RL

Structures & Functions v1.0

Repeats w1.0 -

Tropheus moorii v1.0 |+ ||scaffold 1 w | |scaffold 1:7,390,820-7,403,864 Go fr « f@ | A | ERARARRRRRR] IRAARNE
I il
12 kb
7,332 kb 7.394 kb 7,396 kb 7,338 kb 7,400 kb 7,402 kb
| | | | | | | —
|
[0 -2374] Y
Female transcriptome Coverag: | I=|
| | f 1 |
Female transcriptome Junctions " ‘EI, ,, L, ? ) F— I 1 ril o
H— ] - ]
Female transcriptorme Mapping Read name = HWI-ST1176 0276:8:2116:13136:5951 8416551 _ACAGTG
Read length = 100bp
Besasi Mapping = Primary @ MAPQ 255
Male transcriptorne Coverage Rgference span = scaffeld_1:7,401,172-7,401,533 (+) = 362bp
| ; Y - Cigar = 82M262M18M
Clipping = Mone
Male transcriptorne Junctions ‘ ~:!) L_ _! ? ¥ — T B T_‘\;'l-E_I-t;“i-S“;;;;_ed = yes

Mate start = scaffold_1:7401218 (-}
Insert size = 409

Second in pair

Pair orientation = FZR1

Location = scaffold_1:7,401,192
Base =T @ O 32

-

17 tracks loaded

[[ Nlscaffald 1:7.401,192 ]

[2a7sm of 5.52..

Read Mapping mouse-over example



