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NCBI RefSeq genes, curated and predicted (NM_*, XM_*, NR_*, XR_*, NP_*, YP_*) - Annotation Release WormBase WS277 (2020-05-29)
5C10.7/NM_171009. 7 S~ JH0011 1 o
0.7/NM_00136186.1.3 |11 o
0.7/NM_001136337.4 I
icd-1/NM_062935. 9—__m
5C10.7/NR_155256. 1 .
C10.15/NR_051240.1 ]
C10.14/NR_051241.1 I
NCBI RefSeq genes, curated subset (NM_*, NR_*, NP_* or YP_*) - Annotation Release WormBase WS277 (2020-05-29)

5C10.7/NM_171009. 7 |{{EHRAIE-——<JA0001 1 o

0.7/NM_0013618671..3 ||FHIE—<—< 1L o

0.7/NM_001136337.4 IS

icd-1/NM_062935. 9—__m
5C10.7/NR_155256. 1 I -

C10.15/NR_051240.1 I
I

Non-C. elegans RefSeq Genes
Sus BTF3 m

C10.14/NR_051241.1

Rattus Btf3 |-
Danio btf3 [
xenopus bti3 |-
salmo Loc100194627 IR N
Ciona ci-btr3 |-
Esox bif314 -
Taeniop BTF3L4 [ -
xenopus btf3i4.L. <<
Bos BTF3L4 I
tctalur btf314 -
xenopus btr3.S [ -
Callorh btf3i4 [ <<
Danio btf314 -
Xenopus btf314 - -
pan BTF3L4 I

Homo BTF3P11 IR




