S. cerevisiae MSFRPGS RGASR SRGGFG-—GRGGSRG——GARGGSRGGFGGRGGSR
C. elegans M-GRPEFNR FRGGRGGDRGGSRGGF RGGYGGGDRGSFGG--GDRGGFRGGRGGGDRGGFR
D. melanogaster M-GKPGFSP R FR—CR — FGGGRER DR
D rerio M——RPGFSP R RGGFG--GRGRGGGDRGGRGGFRGGRGGFG-GGFK
H sapiens M—KPGFSP R FGGRGGF G-——DRGGRGG———RGGFGGGRG-RGGGFR
A. carolinensis  M-——RPCFSP RGER DRGGRGGFG—DRG—————— RGGFRGGRGGG———FN
M musculus M——KPGFSP R:4 FGGRGGFG--DRGGRGGGRGGRGGF GGGRGGFGGGGR
X tropicalis M——RPGFSP RGCR YGDRGGFG--DRGGGRG————RGGFRGR DRGGF
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S. cerevisiae  ARGG——SRGGFGGRGGS—RAG——— ARGGSRGER AAGGARGGJAKWV
C. elegans RGGGD——RGGFGGRGSP--RGGFGGRGSPRGGRGSPRGG————————————~ RGGA MBTWVE
D. melanogaster — GRGGFGGERGGECR RGAFG-—-GRGGGG-GRGGGGRGGGGRGAGGRGGAGAGGFKGGKTVTIE
D rerio SPGG———- EGGFRGRGGG-—RGT———- PRGRGG-GR R FEAKVTVE
H sapiens RGRG———- R -——FHSGGNR-GR R KENOS KNVMVE
A. carolinensis  SPG————— RGGGPFRGG—RGG———— SRGRGG-PRGGG——————————— R EPR KKVTVE
M musculus RGGGE——— FRGR RGGG———FQSGGNR-GRGGG——————————- R KENOS KNVMVE
X tropicalis RGGFGG——RGGFGDRGGF—-RGGF———KSPGRGG-PRGG————————————~ R EP AGRKVIVE
lustal Consensus *ok *, kK * *k ¥, ok _k ¥ 1k

Supplementary Figure S1. Alignment of the sequences in the N-terminal GAR domain of
FBL. The FBL sequences in yeast (S. cerevisiae), nematodes (C. elegans) and fruit fly (D.
melanogaster) and 5 vertebrate species (D. rerio, X. tropicalis, A. carolinensis, H. sapiens and
M. musculus) are aligned and the lignments of the GAR domains are shown. The alignment
was conducted by ClustalW with manual adjustments. The start and end RG(G) of the GAR
domains are boxed.



