Additional file 2

Partial Acsl/ gene annotations in green spotted pufferfish

A-  Genomic location of the partial sequences of Acs/1 from green spotted pufferfish

Acsl1a - ENSTNIGO0000018054 (complete sequence)
Acsl1b- ENSTNIGO0000000345 (partial sequence)
Acsl1c- ENSTNIG00000010115 (partial sequence)

Polr1a Slitrk4 Acsl1c/ Acsl1b St3gal5 Ptcd3 Tm7sf3

Tn ACSL1

A S « « »

91,839,217 91,830,578 91,835,866 91,837,049

B- Alignment of the partial Acs/1b and Acsl/1c sequences and complete Acs/la
sequence

Highlighting in grey marks the overlapping region between the two partial sequences

ACSLla ENSTNIG00000018054 MOTPEALKQFWIPELDNIQHFLGGMSGNALVGMGVLVALTTYWLASRHRA
ACSL1b ENSTNIGO00000000345 IFIMDLVYRLGLLSLDSVTQYVRSVSTPVWVGTGLVAAATTYLLTARPKA
- ** . I .:* . Kk k. [N *x kkk k. :* :*
ACSLla ENSTNIG00000018054 VKQRVDFSRQSVELPGGEGIRRSVLVENDQLITHYYDDARTFYELFLRGL
ACSL1b ENSTNIG00000000345 LPPICDLDMQSIEIPGGELARRSALQNGDAYTKCYYDDARTMYESFLRGL
- *:. * Kk . * **** * Kk k * :.* . KAk k kKK o ** * Kk ok kK
ACSLla ENSTNIG00000018054 RESNNGPCLGSRKLNHPYEWQSYQEVVADRAKHIGSALLNKGHSHTGDKF
ACSL1b ENSTNIGO0000000345 RVSNDGPCLGSRKPKQPYEWLSYSEVK-ERAENLGSAFLHRGHSKTKDPH
- Kk kk kKKK AKKK e kAKK KK KK sk Kke s skkkke s kkKkek K
ACSLla ENSTNIG00000018054 IGIFSLNRPEWTISELACYTYSLVAVPLYDTLGREAIGYIIDKATISTLI
ACSL1b ENSTNIG00000000345 IGIFSONRAEWTISELACYTYSLVSVPLYDTLGTEAIIYIVEKASISTIV
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