Mouse and Human A2BP1 sequence alignments



MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAP
HPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQ
TOQPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGEGEV
TFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVY
SPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGR
TVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGR
VYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASTIYRGGYNR
FAPY

Isoform gamma

MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGOTTVPDHTLNLYPPTQ
THSEQSADTSAQTVSGTATQTDDAAPTDGOPOQTQOQPSENTESKSQPKRLHVSNIPFRFRDPDLROMEGQFG
KILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPY TNGWKL
NPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
TFRAAAPPPPIPAYGGVVYQDGEFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT
YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOASIYRGGYNRFAPY

CLUSTAL W (1.83) multiple sequence alignment for human A2BPl isoformsl-5 and
mouse isoform A2BP1l (equivalent to AY659954 published in paper Tissue dependent
isoforms of mammalian Fox-1 homologs are associated with tissue-specific
splicing activities Nakahata S and Kawamoto S in Nucliec Acid Research, 2005)

iso-1 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-2 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-3 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-4 MNCERE----—-—===---—-——————— QLRGNQEAAAAPDTMAQPYASAQF
iso-5 MNCERE----—-——==—---—-——————— QLRGNQEAAAAPDTMAQPYASAQF
AY659954 MNCERE----—-—====---—-——————— QLRGNQEAAAAPDTMAQPYASAQF

x o2k Rk ok kK K Kk ok ok ok ok ko kK
iso-1 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-2 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-3 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-4 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-5 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
mus APPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS—-ADT

hhkhkhkhkhk kA hkk A hhkrhhkhkhhkhkhkhkrhkhkhkhkhrkhkehkhkhkhkhkrkhkoehkhkhkhkhhk *kx*x

iso-1 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-2 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-3 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-4 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-5 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
mus SAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRERD

kA hkhkhkhkhkrhkkhkhkhhkhkhk A hkhkrhkhkrhkhkhkhkhkhkkhkrkhk *hkkhkrkkhkkhkrhkkhkxkkxkkx

iso-1 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-2 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-3 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-4 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-5 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
mus PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV

kA hkhkhkhk kA hkkhkhhkhhk A hhkrkhkhkrhkkhkhhkhhkrhkkrkhkhkrhkkhkhhkhkxkhkkxk*xx*x

iso-1 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-2 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-3 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-4 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-5 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA-————
mus VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL

Ak hkhkhkhk kA hkhkhkhhkhkhkhAhhkrhkkhkrhkkhkhkhhkhkkhkrhkrhkkhkrkkhkkhkkxokxk



iso-1 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY

iso-2 CQOANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-3 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-4 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-5 = mmmmmmmmmm e VPGFPYPAATAAAAYRGAHLRGRGRTVY
mus COANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY

ek khk kA hkkhkhkhkrhkkhkhkkhkkxkkxkhkkxkxk

iso-1 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY

iso-2 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY

iso-3 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY

iso-4 NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY

iso-5 NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY

mus NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY
* %k ok ok ok ok ok ok ke ok ok ok ok ok ok ke ok ok ok ok . R kA KKk Kk kkhkkkkkkkkkxkk

iso-1 SDSYGRVYAA-D--——-———-————————— PYHHALAPAPTYGVGAMNAF

iso-2 SDSYGRVYAA-D--———-———————————— PYHHALAPAPTYGVGAM-—--

iso-3 SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLOQPPPTALV-———--

iso-4 SDSYGRVYAA-D--——-———-————————— PYHHALAPAPTYGVGAMNAF

iso-5 SDSYGRVYAA-D--——-———-————————— PYHHALAPAPTYGVGAMNAF

mus SDSYGRVYAA-D--——-———-————————— PYHHTLAPAPTYGVGAMNAF
* % *e KX . * ook ok kK *

iso-1 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

iso-2 = mmmmmmmmmm e ASIYRGGYNRFAPY

iso-3 = —ommmmm oo P

iso-4 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

iso-5 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

mus APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

CLUSTAL W (1.83) multiple sequence alignment (comparison of human isoform 4 and
mus A2BP1l gamma isoform)

iso-4 MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAP
AY659954 MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAP

kA hkhkhkhk kA hkhkhhkhhkhAhhkhkhkhkrhkrhkhkrhkhkrhkhkhkhkrhkkrhkhkhkkhkxkkx*x

iso-4 EYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDG
mus EYTGQTTVPDHTLNLYPPTQTHSEQS-ADTSAQTVSGTATQTDDAAPTDG

hkhkhkhkhkhkkhkrkoehkhhkhkhhhkhkoehkhkrhhkhkkh dhkrhhkkhkrhkhkrhkkhkhkhkhkhkkxkhkkxkkxx

iso-4 QPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIF
mus QPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIF

kA hkhkhkhkkhkrhkkhkhx hhkhkhhkkhkrkhkhkrhkkhkhkhhkhkkhkrhkkhkrhkhkrhkkhkhkhkhkxkhkkxkkxx*x

iso-4 NERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
mus NERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK

kA hkhkhkhk kA hkhkhhkhhk A hhkrkhkhkrhkhkhkhhkhkhkrhkhkrhkhkrhkkhkhkhkhkxkhkkxk*xx*x

iso-4 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYT
mus TVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYT

kA hkhkhkhkhkrhkhkhkhhkhkhkhhkhkrhkhkoehkhkhkhhkhkhkrhhkrkhkhkrhkkhkhkhkhx *kkxk*xx*x

iso-4 SAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY
mus SAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY

kA hkhkhkhk kA hkkhkhhkhhkrAhkhkrhhkrhkhkhhhkhkhkrhkhkhkhkrhkhkrhkkhkkhkkhkxkk*x

iso-4 ODGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP



mus ODGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAP

kA hkhkhkhk kA hkhkhhkhhk A hhkrhkhkrhkhkhkhhkhkkhkrhkrhkhkrhkkhkhkhkhkhkxokhkhkx

iso-4 TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOQASIYRGGYNRFAPY
mus TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQOASIYRGGYNRFAPY

kA hkhkkhk kA hhkhkhhkrhhkhkhhkhkhkhkrhkkhkhkhkhkrkhkrhkhkrhkkrhkkhkkhkkhkxkkx

CLUSTAL W (1.83) multiple sequence alignment for human A2BPl isoformsl-5 and
mouse isoform A2BP1l (equivalent to AY659955 published in paper Tissue dependent
isoforms of mammalian Fox-1 homologs are associated with tissue-specific
splicing activities Nakahata S and Kawamoto S in Nucliec Acid Research, 2005)

AY659955 MNCERE------——-—-—=—————-—-———-— QLRGNQEAAAAPDTMAQPYASAQF
iso-1 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-2 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-3 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-4 MNCERE----—-——==—---—-——————— QLRGNQEAAAAPDTMAQPYASAQF
iso-5 MNCERE----—-——==---—-——————— QLRGNQEAAAAPDTMAQPYASAQF

x o2k Rk ok kK K Kk ok ok ok ok ok ok kK
AY659955 APPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS—-ADT
iso-1 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-2 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-3 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-4 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-5 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT

kA hkhkhkhkhkrhkkhkhhkhkhk A hkhkrhkhkrhkkhkhkhhkhkekkhkhkhkhkrkhkoehkhkhkhkrkhk *kx*x

AY659955 SAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRERD
iso-1 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-2 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-3 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-4 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPEFRERD
iso-5 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD

kA hkhkhkhkhkrhkkhkhkhhkhhkhAhhkrhkhkrhkkhkhkhhkhkkhkdxkhk *hkkhkrkhkkhkhkhkhkhkhkxkhkkxkkxx*x

AY659955 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-1 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-2 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-3 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-4 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-5 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV

kA hkhkkhkhkrhkkhkhhkhhk A hhkrhkhkrhkkhkhhkhhkrhkrhkhkrhkkhkhkhkhkkxkhkkxk*x*x

AY659955 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL
iso-1 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-2 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-3 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-4 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-5 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA-————

Ak hkhkkhk kA hkhkhhkhhkhkhhkhkhhkrAhhkrhkhkrhkhkrhkhkhkhkrhkkrxkhk o kkx

AY659955 COANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-1 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-2 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-3 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-4 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-5 = mmmmmmmmmm e VPGFPYPAATAAAAYRGAHLRGRGRTVY

ek khk kA hkkhkhkhkrhkkhkhkkhkkxkkxkhkkxk*k

AY659955 NTFRAAAPPPPIPAYGGVVYQDGEFYGADI-YGGYAAYRYAQPTPATAAAY



iso-1 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY

iso-2 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY

iso-3 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY

iso-4 NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY

iso-5 NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY
*********************: .** . khkkhkkhkkkhkhkkkhkkkkkxkkkk

AY659955 SDRNQFVFVATDEISCNTSAVIDEFMLPTPTTTHLLQPPPTALV-——--—-——

iso-1 SDSYGRVYAAD-——=—————=——————————— PYHHALAPAPTYGVGAMNAF

iso-2 SDSYGRVYAAD-——=—=————=—————————— PYHHALAPAPTYGVGAM---

iso-3 SDRNQFVFVAADEISCNTSAVIDEFMLPTPTTTHLLQPPPTALV——-=-——

iso-4 SDSYGRVYAAD-——=—————=——————————— PYHHALAPAPTYGVGAMNAF

iso-5 SDSYGRVYAAD-—————————————————— PYHHALAPAPTYGVGAMNAF
* % *:.* . * % ‘k"k* *

AY659955 000 @ memmmm e P

iso-1 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

iso-2 000 mmmmmmm e ASIYRGGYNRFAPY

iso-3 000 @ memmmmm e P

iso-4 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

iso-5 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Mus musculus ataxin-2 binding protein 1 variant 2 (A2bpl)
AY659955
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQT
HSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKI
LDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPV
VGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRA
AAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDRNQFVEFVATDEISCNTSAVTDEFML
PTPTTTHLLQPPPTALVP

Mus musculus ataxin-2 binding protein 1 variant 1 (A2bpl)
AY659954

MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAP
HPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQ
TOPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGEFGEV
TFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVY
SPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGR
TVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADIYGGYAAYRYAQPTPATAAAYSDSYGR
VYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOASIYRGGYNR
FAPY

Alpha (variant 1; NM 183188.2; NP 899011.2; updated Nov’1ll)
MLASQGVLLHSYGVPMIVPAAPYFPGLMQGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAP
EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTOPSENTESKSQPKRLHV
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNA
TARVMTNKKTVNPYTNGWKLNPVVGAVYSPDEFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAA
TAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAYS
DSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOQASIYRGGYNRFAPY

Gamma (variant 2; NM 021477.5; NP_067452.2; updated Nov’1ll)



MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGOTTVPDHTLNLYPPTQ
THSEQSADTSAQTVSGTATQTDDAAPTDGOPOQTQOQPSENTESKSQPKRLHVSNIPFRFRDPDLROMEGQFG
KILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPY TNGWKL
NPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
TFRAAAPPPPIPAYGGVVYQDGEFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT
YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOASIYRGGYNRFAPY

CLUSTAL W (1.83) multiple sequence alignment

AY659954 MNCERE--—-—=-———=————————— QLRGNQEAAAAPDTMAQPYASAQF
AY659955 MNCERE-—=—==—==——————————— QLRGNQEAAAAPDTMAQPYASAQF
alpha MLASQGVLLHSYGVPMIVPAAPYFPGLMOGNQEAAAAPDTMAQPYASAQF
gamma MNCERE-—=—==—====—=——————— QLRGNQEAAAAPDTMAQPYASAQF
* el ::*********************
AY659954 APPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS
AY659955 APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS
alpha APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS
gamma APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS
R R R R I Sk I b b b b b 2 b 2 b 2 b 2 b 2 b 2 db g db 2 b b b 2b b 2 db b b 2 b 2h b 2h b 2 b 2h db 2 b 2 4
AY659954 AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNI PFRFRDP
AY659955 AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNI PFRFRDP
alpha AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNI PFRFRDP
gamma AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNI PFRFRDP
R R R R I Sk I b b b b b 2 b 2 b dh b 2b b 2 b 2 b 2 b b b b b b b b b b 2 b 2h b 2h b 2 b 2h db 2 db 2 4
AY659954 DLRQMFGQFGKILDVET I FNERGSKGFGFVTFENSADADRAREKLHGTVV
AY659955 DLRQMFGQFGKILDVET I FNERGSKGFGFVTFENSADADRAREKLHGTVV
alpha DLRQMFGQFGKILDVET I FNERGSKGFGFVTFENSADADRAREKLHGTVV
gamma DLRQMFGQFGKILDVET I FNERGSKGFGFVTFENSADADRAREKLHGTVV
R R R R I Sk I b 2 b b b 2 b 2 b 2 b 2 b 2 b 2 b S b b b b b 2b db 2 b b O 2 b 2h b 2h b 2 b 2h db 2 b 2 4
AY659954 EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC
AY659955 EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC
alpha EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC
gamma EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC
R R R R I Sk I b b b b b 2 b 2 b dh b 2 b 2 b 2 b 2 b b db b b 2b b 2 A b b 2 b 2h b 2h b 2h b 2h db 2 b 2 4
AY659954 QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
AY659955 QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
alpha QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
gamma QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN
R R R R I Sk I b b b b b 2 S 2 b 2 b 2h b 2 b 2 b dh b b b b b 2b b db b b 2 b 2h b 2h b 2 b 2b db 2 b 2 4
AY659954 TFRAAAPPPPIPAYGGVVYQDGFYGADI - YGGYAAYRYAQPTPATAAAYS
AY659955 TFRAAAPPPPIPAYGGVVYQDGFYGADI -YGGYAAYRYAQPTPATARAYS
alpha TFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAYS
gamma TFRAAAPPPPIPAYGGVVYQDGFYGADI -YGGYAAYRYAQPTPATAAAYS
********************: .** . khkkhkkhkkhkkhkkrkkrAkkkkkx k%
AY659954 DSYGRVYAAD-—=-—=—==—————————— PYHHTLAPAPTYGVGAMNAFA
AY659955 DRNQFVFVATDEISCNTSAVTDEFMLPTPTTTHLLOQPPPTALV - -~~~
alpha DSYGRVYAAD-—=-—=—==—=———————— PYHHTLAPAPTYGVGAMNAFA
gamma DSYGRVYAAD-—=——=—=——=———————— PYHHTLAPAPTYGVGAMNAFA
* *:_* . * ok *_** *
AY659954 PLTDAKTRSHADDVGLVLSSLQASTIYRGGYNRFAPY
AY659955  mmmmmm e 12
alpha PLTDAKTRSHADDVGLVLSSLQASTIYRGGYNRFAPY

gamma PLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY



CLUSTAL W (1.83) multiple sequence alignment (between AY659954 and
gamma)

AY659954 MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAP
gamma MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAP

kA hkhkhkhkhkrhkhkhhkhhk A hhkrhkhkrhkhkhkhhkhkhkrhkkrhkhkrhkkhkhkhkhkhkxkhkkxk*xx*x

AY659954 EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQ
gamma EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQ

kA hkhkhkhkhkrhkhkhhkhhk A hhkrhhkrhkkhkhhkhhkrhkkhkrkhkhkrhkkhkhkhkhkxkhkkxk*xx*x

AY659954 POTQPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIFN
gamma POTQPSENTESKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEIIFN

kA hkhkhkhk kA hkhkhhkhhkhAhhkrhkhkrhkhkhkhhkhkhkrhkhkrhkhkrhkkhkhkhhkxkhkkxkkx*x

AY659954 ERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKT
gamma ERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKT

kA hkhkkhk kA hkhkhkhhkhhkrAhhkrkhkhkrhkhkhhhkhkhkrhkkhkhkhkhkrhkhkrxhkkhkkhkkhkxkkx

AY659954 VNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTS
gamma VNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTS

kA hkhkhkhkhk A hkhkhhkhhk A hhkrhkhkrhkhkhhkhhkrhkkhkrhkhkrhkkhkhkhkhkxkhkkxkkxx*x

AY659954 AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ
gamma AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ

kA hkhkhkhkhkrhkhkhhkhhk A hhkrkhkhkrhkhkhkhhkhhkrhkrhkhkrhkkhkhkhkhkxkkxkkxx*x

AY659954 DGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT
gamma DGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT

kA hkhkkhkhkrhkkhkhhkhhk A hhkrhhkrhhkhkhhkhhkrhkhkrhkhkrhkkhkhkhkhkxkhkkxkkx*x

AY659954 YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQOASIYRGGYNRFAPY
gamma YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQOASIYRGGYNRFAPY

kA hkhkkhkhkrhkhkhkhhkhhkrhhkhkhkkhkrhkhkhkhkhkhkhkrhkkhkhkhkxkhkkhkxkkxk*k

Comparison between alpha and gamma
>1cl|36203 unnamed protein product

Length=396
Score = 714 bits (1843), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 380/390 (97%), Positives = 384/390 (98%), Gaps = 1/390 (0%)

Query 28 MQOGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP 87
++GNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP
Sbjct 8 LRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP 67

Query 88 PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQOPQTQOPSENTESKSQPKRLHVSNIPFRE 147
PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPERFE
Sbjct 68 PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRE 127

Query 148 RDPDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEV 207
RDPDLROMFGQFGKILDVEITIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEV
Sbjct 128 RDPDLRQOMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEV 187

Query 208 NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV 267
NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV
Sbjct 188 NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV 247



Query
Sbjct
Query
Sbjct
Query

Sbjct

268

248

328

308

388

367

YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNK
YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+ YG
YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGAD

LLOGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK
+ GGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK
IY-GGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK

TRSHADDVGLVLSSLQASIYRGGYNRFAPY 417
TRSHADDVGLVLSSLQASIYRGGYNRFAPY
TRSHADDVGLVLSSLQASIYRGGYNRFAPY 396

327

307

387

366



A2BP1 isoform sequence alignments



Human FOX-1 (RBFOX1 chr 16) isoforms

RNA binding protein fox-1 homolog 1 isoform 5 [Homo sapiens]

NCBI Reference Sequence: NP_001135805.1

RNA binding protein fox-1 homolog 1 isoform 5 [Homo sapiens]

Transcript Variant: This variant (5) differs in the 5' UTR and has multiple coding region differences
compared to variant 1. The resulting isoform (5) has a shorter and distinct N-terminus and other internal
differences compared to isoform 1.

MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQ
THSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF
GKILDVEIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK
LNPVVGAVYSPEFYAVPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGA
DIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGL
VLSSLQASIYRGGYNRFAPY

Comparison of protein sequences between isoform 5 and published
>1cl|63771 unnamed protein product
Length=377

Score = 642 bits (1656), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 349/377 (93%), Positives = 350/377 (93%), Gaps = 27/377 (7%)

Query 21 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 80
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 60

Query 81 SAQTVSGTATQTDDAAPTDGOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFEF 140
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFEF 120

Query 141 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 200
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 180

Query 201 TVNPYTNGWKLNPVVGAVYSPEFY--————————-————————————————— AVPGFPYPA 233
TVNPYTNGWKLNPVVGAVYSPEFY A+PGEFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 240

Query 234 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 293
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 300

Query 294 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 353
PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS
Sbjct 301 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 360

Query 354 SLOQASIYRGGYNRFAPY 370
SLOASIYRGGYNRFAPY
Sbjct 361 SLQOASIYRGGYNRFAPY 377

RNA binding protein fox-1 homolog 1 isoform 4 [Homo sapiens]

NCBI Reference Sequence: NP_001135806.1

RNA binding protein fox-1 homolog 1 isoform 4 [Homo sapiens]

Transcript Variant: This variant (6) differs in the 5' UTR and lacks an in-frame section of the 3' coding region,
compared to variant 1. This results in a shorter isoform (4) with an alternate N-terminus compared to isoform 1.
Variants 4 and 6 both encode isoform 4.



MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQ
THSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF
GKILDVEIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
NTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP
TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Comparison of protein sequences between isoform 4 (variant 6) and published

>1cl|5495 unnamed protein product
Length=377

Score = 713 bits (1840), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 377/377 (100%), Positives = 377/377 (100%), Gaps = 0/377 (0%)

Query 21 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 80
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 60

Query 81 SAQTVSGTATQTDDAAPTDGQOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFEF 140
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGOPQTQOPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQEF 120

Query 141 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 200
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 180

Query 201 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA 260
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 240

Query 261 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 320
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 300

Query 321 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 380
PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS
Sbjct 301 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 360

Query 381 SLOQASIYRGGYNRFAPY 397
SLOASIYRGGYNRFAPY
Sbjct 361 SLQASIYRGGYNRFAPY 377

RNA binding protein fox-1 homolog 1 isoform 4 [Homo sapiens]

NCBI Reference Sequence: NP_061193.2

RNA binding protein fox-1 homolog 1 isoform 4 [Homo sapiens]

Transcript Variant: This variant (4) differs in the 5' UTR and lacks an in-frame section of the 3' coding
region, compared to variant 1. This results in a shorter isoform (4) with an alternate N-terminus compared
to isoform 1. Variants 4 and 6 both encode isoform 4.

MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQ
THSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF
GKILDVEIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
NTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP
TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Comparison between isoform 4 variant 6 and variant 4
>1cl|47453 unnamed protein product
Length=397



Score = 811 bits (2095), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 397/397 (100%), Positives = 397/397 (100%), Gaps = 0/397 (0%)

Query 1 MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPE 60
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPE
Sbjct 1 MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPE 60

Query 61 HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH 120
HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH
Sbjct 61 HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH 120

Query 121 VSNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 180
VSNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
Sbjct 121 VSNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGEFGEFVTFENSADADRAREKLHGTV 180

Query 181 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM 240
VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM
Sbjct 181 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM 240

Query 241 YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY 300
YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY
Sbjct 241 YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY 300

Query 301 ODGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF 360
ODGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF
Sbjct 301 ODGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF 360

Query 361 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 397
APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY
Sbjct 361 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 397

Comparison of protein sequences between isoform 4 (variant 4) and published
>1cl|58971 unnamed protein product
Length=377

Score = 713 bits (1840), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 377/377 (100%), Positives = 377/377 (100%), Gaps = 0/377 (0%)

Query 21 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 80
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 60

Query 81 SAQTVSGTATQTDDAAPTDGQOPQTQOPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFEF 140
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGQOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQEF 120

Query 141 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 200
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 180

Query 201 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 260
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 240

Query 261 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 320
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 300

Query 321 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 380
PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS
Sbjct 301 PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 360



Query 381 SLQASIYRGGYNRFAPY 397
SLOASIYRGGYNRFAPY
Sbjct 361 SLQASIYRGGYNRFAPY 377

RNA binding protein fox-1 homolog 1 isoform 1 [Homo sapiens]

NCBI Reference Sequence: NP_665898.1

RNA binding protein fox-1 homolog 1 isoform 1 [Homo sapiens]

Transcript Variant: This variant (1), also known as gamma, encodes the longest isoform (1).

MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP
EYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH
VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNN
ATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY
SDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Comparison of protein sequences between isoform 1 and published

>1cl|14673 unnamed protein product
Length=377

Score = 693 bits (1789), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 370/378 (98%), Positives = 372/378 (98%), Gaps = 1/378 (0%)

Query 41 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 100
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 60

Query 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF 160
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFEF 120

Query 161 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 220
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 180

Query 221 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA 280
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 240

Query 281 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYA 340
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+ YG + GGYAAYRYA
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIY-GGYAAYRYA 299

Query 341 QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL 400
QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL
Sbjct 300 OQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL 359

Query 401 SSLOASIYRGGYNRFAPY 418
SSLOASIYRGGYNRFAPY
Sbjct 360 SSLOASIYRGGYNRFAPY 377

RNA binding protein fox-1 homolog 1 isoform 2 [Homo sapiens]

NCBI Reference Sequence: NP_665899.1

Transcript Variant: This variant (2), also known as alpha, lacks an in-frame segment of the 3' coding
region, compared to variant 1. This results in a shorter isoform (2) that lacks an internal segment,
compared to isoform 1.

RNA binding protein fox-1 homolog 1 isoform 2 [Homo sapiens]
MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP
EYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH



VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNN
ATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY
SDSYGRVYAADPYHHALAPAPTYGVGAMASIYRGGYNRFAPY

Comparison of protein sequences between isoform 2 and published

>1cl|23333 unnamed protein product
Length=377

Score = 627 bits (1617), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 344/378 (91%), Positives = 346/378 (92%), Gaps = 27/378 (7%)

Query 41 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 100
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 60

Query 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEFGQFEF 160
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGQOPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQEF 120

Query 161 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 220
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 180

Query 221 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA 280
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 240

Query 281 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYA 340
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+ YG + GGYAAYRYA
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIY-GGYAAYRYA 299

Query 341 QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAM-————————————————————— 378
QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAM
Sbjct 300 OQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL 359

Query 379 ----ASIYRGGYNRFAPY 392
ASTYRGGYNRFAPY
Sbjct 360 SSLOASIYRGGYNRFAPY 377

RNA binding protein fox-1 homolog 1 isoform 3 [Homo sapiens]

NCBI Reference Sequence: NP_665900.1

Transcript Variant: This variant (3), also known as beta, has an alternate exon in the 3' coding region,
compared to variant 1. This results in a shorter isoform (3) with an alternate C-terminus, compared to
isoform 1.

RNA binding protein fox-1 homolog 1 isoform 3 [Homo sapiens]
MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP
EYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH
VSNIPFRFRDPDLRQMFGQFGKILDVEIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNN
ATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY
SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALVP

Comparison of protein sequences between isoform 3 and published
>1cl|51101 unnamed protein product
Length=377

Score = 563 bits (1452), Expect = 2e-165, Method: Compositional matrix adjust.
Identities = 306/320 (96%), Positives = 309/320 (97%), Gaps = 1/320 (0%)



Query 41 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Sbjct 1 MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
Query 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMFEGQF
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF
Sbjct 61 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMEGQF
Query 161 GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Sbjct 121 GKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
Query 221 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA
Sbjct 181 TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA
Query 281 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYA
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+ YG + GGYAAYRYA
Sbjct 241 ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADIY-GGYAAYRYA
Query 341 QPTPATAAAYSDRNQFVEVA 360
QPTPATAAAYSD V+ A
Sbjct 300 OQPTPATAAAYSDSYGRVYAA 319

Sequence of human A2BP1 as in Shibata et al., 2000 Human Molecular Genetics

MAQPYASAQF YTAPHPHPAP
QTDDAAPTDG
VTEFENSADAD
COANQEGSSM
ODGFYGADIY
HADDVGLVLS

APPONGIPAE
QPQTQPSENT
RAREKLHGTV
YSAPSSLVYT
GGYAAYRYAQ
SLOASIYRGG

ENKSQPKRLH
VEGRKIEVNN
SAMPGFPYPA
PTPATAAAYS
YNRFAPY

EYTGQTTVPE
VSNIPFRFRD
ATARVMTNKK
ATAAAAYRGA
DSYGRVYAAD

HTLNLYPPAQ
PDLROMFGQF
TVNPYTNGWK
HLRGRGRTVY
PYHHALAPAP

THSEQSPADT
GKILDVEIIF
LNPVVGAVYS
NTFRAAAPPP
TYGVGAMNAF

100
60

160
120
220
180
280
240
340

299

SAQTVSGTAT
NERGSKGFGF
PEFYAGTVLL
PIPAYGGVVY
APLTDAKTRS

MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAP
TDGOPQTOPSENTENKSQPKRLHVSNIPFRFRDPDLROMFGQFGKILDVEITIFNERGSKGFGEVTFENSADADRARE
KLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTS
AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAA
YSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLOASIYRGGYNREFAPY

Blast search of human A2BPl (from Shibata’s paper in pubmed) pulled out many
similarities and the following is one

-
> ref |[NP 061193.2] Em RNA binding protein fox-1 homolog 1 isoform 4 [Homo

sapiens]

ref [NP 001135806.1] mEm RNA binding protein fox-1 homolog 1 isoform 4 [Homo

sapiens]

sp|QI9NWB1.2 | RFOX1 HUMAN Em RecName: Full=RNA binding protein fox-1 homolog 1;

AltName:
protein 1;
A; AltName:
Length=397

GENE ID:

AltName:

Full=Ataxin-2-binding
Full=Fox-1 homolog

Full=Hexaribonucleotide-binding protein 1

54715 RBFOX1

[Homo sapiens]

Score =
Identities

Query 1

768 bits

= 377/3717

(1982),
(100%) ,

RNA binding protein,
(Over 10 PubMed links)

Expect =
Positives =

0.0,

fox-1 homolog

(100%) ,

(C.

Gaps =

elegans)

0/377

MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT

(0

1

Method: Compositional matrix adjust.
377/377

)

60



Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query
Sbjct
Query

Sbjct

Query

Sbjct

21

61

81

121

141

181

201

241

301

321

361

381

MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
MAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT

SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGQF
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLROQMEGQF
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMEGQF

GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK
GKILDVEIIFNERGSKGEFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK

TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEPYPA
TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGEFPYPA

ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ

PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS
PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS
PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS

SLOASIYRGGYNRFAPY 377
SLOASIYRGGYNRFAPY
SLOASIYRGGYNRFAPY 397

80

120

140

180

200

240

260

300

320

360

380



Human FOX-2 (RBFOX2 chr 22) isoforms

RNA binding protein fox-1 homolog 2 isoform 1 [Homo sapiens]
NCBI Reference Sequence: NP_001026865.1
Transcript Variant: This variant (1) represents the longest transcript and encodes isoform 1.

MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE
QSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILDV
EIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGR
TVYGAVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTAD
PYHALAPAASYGVGAVASLYRGGYSRFAPY

Highlighted in grey in the above sequence (SLPL) is the sequence stretch that is extra in
isoform 1 compared to isoform 3

RNA binding protein fox-1 homolog 2 isoform 2 [Homo sapiens]

NCBI Reference Sequence: NP_055124.1

Transcript Variant: This variant (2) uses two alternate in-frame splice sites in the coding region, and lacks
an alternate exon in the 3' coding region that results in a frameshift, compared to variant 1. The resulting
protein (isoform 2) is shorter and has a distinct C-terminus compared to isoform 1.

MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE
QSSNSPSTQNGSLTQTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILD
VEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVV
GAVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLIPGFPYPTAATTAAAFRGAHLRGRGRTVY
GAVRAVPPTAIPAYPGVDMQPTDMHSLLLQPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMELALW
RVYTEVATADLPPTEVT

Isoform 1 and 2 comparison

>1cl|21661 unnamed protein product
Length=367

Sort alignments for this subject sequence by:
E value Score Percent identity
Query start position Subject start position
Score = 556 bits (1433), Expect = 3e-163, Method: Compositional matrix adjust.
Identities = 296/304 (97%), Positives = 297/304 (98%), Gaps = 5/304 (2%)

Query 1 MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTODYAGQTGEHNLT 60
MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLT
Sbjct 1 MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTODYAGQTGEHNLT 60

Query 61 LYGSTQAHGEQSSNSPSTONGSLT-TEGGAQTDGQQSQTQOSSENSESKSTPKRLHVSNIP 119
LYGSTQAHGEQSSNSPSTONGSLT TEGGAQTDGQQOSQTQSSENSESKSTPKRLHVSNIP
Sbjct 61 LYGSTQAHGEQSSNSPSTONGSLTQTEGGAQTDGQQOSQTQSSENSESKSTPKRLHVSNIP 120

Query 120 FRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK 179
FRFRDPDLROMFGQFGKILDVEITIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK
Sbjct 121 FRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK 180

Query 180 IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG 239
IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG
Sbjct 181 IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG 240

Query 240 RGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG 299
RGGINTYIPLI +PGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG
Sbjct 241 RGGINTYIPLI----IPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG 296



Query 300 VvvYQ 303
vV o Q
Sbjct 297 VDMQ 300

Score = 13.9 bits (24), Expect = 8.2, Method: Compositional matrix adjust.
Identities = 4/6 (67%), Positives = 5/6 (83%), Gaps = 0/6 (0%)

Query 307 YGADLY 312
YG +LY
Sbjct 214 YGPELY 219

RNA binding protein fox-1 homolog 2 isoform 3 [Homo sapiens]

NCBI Reference Sequence: NP_001076045.1

Transcript Variant: This variant (3) uses an alternate in-frame splice site in the 3' coding region,
compared to variant 1. The resulting protein (isoform 3) is 4-aa shorter than isoform 1.
MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE
QSSNSPSTONGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNI PFRFRDPDLRQMFGQFGKILDV
EITFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLITIPGFPYPTAATTAAAFRGAHLRGRGRTVYG
AVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHA
LAPAASYGVGAVASLYRGGYSRFAPY

Isoform 1 and 3 comparison
>1cl|63017 unnamed protein product

Length=376
Score = 684 bits (1765), Expect = 0.0, Method: Compositional matrix adjust.
Identities = 375/380 (99%), Positives = 376/380 (99%), Gaps = 4/380 (1%)
Query 1 MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLT 60
MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLT
Sbjct 1 MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLT 60

Query 61 LYGSTQAHGEQSSNSPSTONGSLTTEGGAQTDGQQSQTQOSSENSESKSTPKRLHVSNIPE 120
LYGSTQAHGEQSSNSPSTONGSLTTEGGAQTDGQQOSQTQSSENSESKSTPKRLHVSNIPF
Sbjct 61 LYGSTQAHGEQSSNSPSTONGSLTTEGGAQTDGQQSQTQOSSENSESKSTPKRLHVSNIPE 120

Query 121 RFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI 180
RFRDPDLROMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI
Sbjct 121 RFRDPDLROMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI 180

Query 181 EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR 240
EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR
Sbjct 181 EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR 240

Query 241 GGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV 300
GGINTYIPLI +PGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV
Sbjct 241 GGINTYIPLI----IPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV 296

Query 301 VYQODGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS 360
VYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS
Sbjct 297 VYQODGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS 356

Query 361 YGVGAVASLYRGGYSRFAPY 380
YGVGAVASLYRGGYSRFAPY
Sbjct 357 YGVGAVASLYRGGYSRFAPY 376



RNA binding protein fox-1 homolog 2 isoform 4 [Homo sapiens]

NCBI Reference Sequence: NP_001076046.1

Transcript Variant: This variant (4) lacks an alternate exon in the 3' coding region that results in a
frameshift, compared to variant 1. The resulting protein (isoform 4) is shorter and has a distinct C-
terminus compared to isoform 1.

MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE
QOSSNSPSTONGSLTTEGGAQTDGQOSQTQOSSENSESKSTPKRLHVSNIPFRFRDPDLROMFGQFGKILDV
EITFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGR
TVYGAVRAVPPTAIPAYPGVDMQOPTDMHSLLLOPOQPPLLOPLOPLTVTVMAGCTQPTPTMPLPLPLAMEL
ALWRVYTEVATADLPPTEVT

RNA binding protein fox-1 homolog 2 isoform 5 [Homo sapiens]

NCBI Reference Sequence: NP_001076047.1

Transcript Variant: This variant (5) contains a distinct 5' UTR, 5' CDS, and uses an alternate in-frame
splice site in the coding region, compared to variant 1. The resulting protein (isoform 5) is longer and has
a distinct N-terminus compared to isoform 1.

MAEGAQPQOPPOLGPGAAARGMKRESELELPVPGAGGDGADPGLSKRPRTEEAAADGGGGMONEPLTPGY
HGEFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTODYAGQTGEHNLTLYGSTQAHGE
QOSSNSPSTONGSLTQTEGGAQTDGQOSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLROMEFGQFGKILD
VEITIFNERGSKGEFGEFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVV
GAVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRG
RTVYGAVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTA
DPYHALAPAASYGVGAVASLYRGGYSRFAPY

RNA binding protein fox-1 homolog 2 isoform 6 [Homo sapiens]

NCBI Reference Sequence: NP_001076048.1

Transcript Variant: This variant (6) contains a distinct 5' UTR and 5' CDS, compared to variant 1. The
resulting protein (isoform 6) is longer and has a distinct N-terminus compared to isoform 1

MAEGAQPQOPPOLGPGAAARGMKRESELELPVPGAGGDGADPGLSKRPRTEEAAADGGGGMONEPLTPGY
HGEFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPONGIPTEYGVPHTODYAGQTGEHNLTLYGSTQAHGE
QOSSNSPSTONGSLTTEGGAQTDGQOSQTQOSSENSESKSTPKRLHVSNIPFRFRDPDLROMFGQFGKILDV
EITFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGR
TVYGAVRAVPPTAIPAYPGVVYQDGEFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTAD
PYHALAPAASYGVGAVASLYRGGYSRFAPY



Human FOX-3 (RBFOX3 chr 17) isoforms

RNA binding protein fox-1 homolog 3 [Homo sapiens]

NCBI Reference Sequence: NP_001076044.1
MAQPYPPAQYPPPPONGIPAEYAPPPPHPTQODYSGQTPVPTEHGMTLYTPAQTHPEQPGSEASTQPIAGT
QTVPQTDEAAQTDSQPLHPSDPTEKQQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFE
GFVTFETSSDADRAREKLNGTIVEGRKIEVNNATARVMTNKKTGNPYTNGWKLNPVVGAVYGPEFYAVTG
FPYPTTGTAVAYRGAHLRGRGRAVYNTFRAAPPPPPIPTYGAVVYQDGFYGAEIYGGYAAYRYAQPAAAA
AAYSDSYGRVYAAADPYHHTIGPAATYSIGTM



Monkey A2BP1 sequence
PREDICTED: RNA binding protein fox-1 homolog 1 isoform 3 [Pan

troglodytes].
ACCESSION XP 001135062
VERSION XpP 001135062.2 GI:332845232
DBSOURCE REFSEQ: accession XM 001135062.2
KEYWORDS .
SOURCE Pan troglodytes (chimpanzee)

MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQ
THSEQSPADTSAQTVSGTATQTDDAAPTDGQPOTQPSENTENKSQPKRLHVSNIPFRFRDPDLROMEGOQF
GKILDVEIIFNERGSKGEFGEVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSASKPTVVALEVEVVYQDGEFYGADIYGGYA
AYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQA
SIYRGGYNRFAPY

Multiple Sequence Alignment

Generated by MUSCLE [see reference] version 3.6 (using option: -maxiters 2).

Homo sapiens 1 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
Chimpanzee 1 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
dog 1 MLPSQGVLLHPYGVPMIVPAAPYFPGLIQGNQEAAAAPDTMAQPYASAQF
mouse 1 MLASQGVLLHSYGVPMIVPAAPYFPGLMQGNQEAAAAPDTMAQPYASAQF
rat 1 MLASQGVLLHSYGVPMVVPAAPFFPGLMQGNQEAAAAPDTMAQPYASAQF
red jungle fowl 1 MSCEREQL---———==—-—-—-————————— RGNQEATAPPDTMAQPYASAQF
zebrafish 1 -MEEKGSKM--—-————=-=-—-=-—————— VEQGNQDAPAPPETMAQPFPSAQF
NP 665899.1 51 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
XP 510799.2 51 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
XP 863750.1 51 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSAADT
NP 899011.1 51 APPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS—-ADT
XP 220155.3 51 APPONGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS-ADT
XP 414942.2 31 APPONGIPAEYTAPHPHPAPDYTGQTTVPEHTLNMYPPAQTHSEQSAADT
NP 001005596.1 33 APPONGIPAEYTPSHPHPTPDYSGQTPVAEHTLNLYTPAQTHSEPSGPDN
NP 665899.1 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
XP 510799.2 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
XP 863750.1 101 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
NP 899011.1 100 SAQTVSGTATQTDDAAPTDGQPQTQOQPSENTESKSQPKRLHVSNIPFRERD
XP 220155.3 100 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
XP 414942.2 81 NAQTVSGTATQTEDAAQTDGQQQTQSSENTENKSQPKRLHVSNIPFREFRD
NP 001005596.1 83 SIQAVSGTATQTDDSAQTDSQQQTQSSEITEIKTQPKRLHVSNIPFREFRD
NP 665899.1 151 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
XP 510799.2 151 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
XP 863750.1 151 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
NP 899011.1 150 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
XP 220155.3 150 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
XP 414942.2 131 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADRAREKLHGTV
NP 001005596.1 133 PDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFESSADADRAREKLHGTV
NP 665899.1 201 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
XP 510799.2 201 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL

XP 863750.1 201 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL

50
50
50
50
50
30
32

100
100
100
99
99
80
82

150
150
150
149
149
130
132

200
200
200
199
199
180
182

250
250
250



NP
XP
XP

899011.
220155.
414942.

1
3
2

001005596.1

NP

NP
XP
XP
NP
XP
XP

665899.
510799.
863750.
899011.
220155.
414942.

W[N]

001005596.1

NP

NP
XP
XP
NP
XP
XP

665899.
510799.
863750.
899011.
220155.
414942.

N|W|F [N

001005596.1

NP

NP
XP
XP
NP
XP
XP

665899.
510799.
863750.
899011.
220155.
414942.

N|W|FR RN

001005596.1

NP

NP
XP
XP
NP
XP
XP

665899.
510799.
863750.
899011.
220155.
414942.

W[N]

001005596.1

NP

Protein Acc.

NP_665899.1

XP_510799.2

XP_863750.1

NP 899011.1

XP_220155.3

XP_414942.2

Gene

RBFOX1

RBFOX1

RBFOX1

Rbfox1

A2bp1

RBFOX1

200

VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL

200 VEGRKIEVNNATARVMTNKKAVNPYTNGWKLNPVVGAVYSPDFYAGTVLL
181 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGRVLL
183 VEGRKIEVNNATARVMTNKKTVNPYANGWKLNPVVGAVYSPEFYA-—-—-——
251 CQANQEGSSMYSAPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG
251 CQANQEGSSMYSAPSSLVYTSAMSGIKSLCYPAYS-AISAHCKLHLLGRG
251 CQANQEGSSMYSAPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG
250 CQANQEGSSMYSGPSSLVYTSAMPGFP---YPAAS-AAAAYRGAHLRGRG
250 CQANQEGSSMYSGPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG
231 CQANQEGSPVYSAPSSLVYTSTMPGFP---YPAAT-AAAAYRGAHLRGRG
228 @ mmmmmm e VPGFP---YPAATAAAAAYRGAHLRGRG
297 RTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOQGGYAAYRYAQPTPAT
300 NSVVGSLGPSTPPPPHPNSGGVVYQEPVYGNKLLQGGYAAYRYAQPTPAT
297 RTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPAT
296 RTGYNTLRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPAT
296 RTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADIY-GGYAAYRYAQPTPAT
277 RTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADIY-GGYAAYRYAQPATAT
253 RTVYNTFRAAAPPPHIPAYGGVVYQDGEFYGADIY-GGYTAYRYTQPATAT
347 AAAYSDSYGRVYAADPYHHALAPAPTYGVGAM-—————————————————
350 AAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDV
347 AAAYSDSYGRVYAADPYHHTLAPAPTYSVGAM-—————————————————
346 AAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDV
345 AAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDV
326 AAAYSDSYGRVYAADPYHHTLAPAATYGVGAVNAFAPLTDAKTRSHADDV
302 AAAYSDSYGRVYAADPYNHALAPAATYSVGAMNAFAPLTDAKTRSHADDV
379 === ASIYRGGYNRFAPY 392

400 GLVLSSLQASIYRGGYNRFAPY 421

379 === ASIYRGGYNRFAPY 392

396 GLVLSSLQASIYRGGYNRFAPY 417

395 GLVLSSLQASIYRGGYNRFAPY 416

376 GLVLSSLQASIYRGGYSRFAPY 397

352 GLVLSSLQASIYRGGYSRFAPY 373

Organism

H.sapiens (man)

P.troglodytes (Chimpanzee)

C.lupus (dog)

M.musculus (house mouse)

R.norvegicus (Norway rat)

G.gallus (red jungle fowl)

249
249
230
227

296
299
296
295
295
276
252

346
349
346
345
344
325
301

378
399
378
395
394
375
351



NP_001005596.1 rbfox1

D.rerio (Zebrafish)

Alignment of different isoforms of human RBFOX-1

CLUSTAL W

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob5

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol

multiple sequence alignment

MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF

MNCERE--=-=-=-==-=—-=—-——=—————— QLRGNQEAAAAPDTMAQPYASAQF
MNCERE--=-=-=-==-==-===—=—————— QLRGNQEAAAAPDTMAQPYASAQF

* . e ek hk kA A Ak AR Kk A A KA kA Kk kk kK

APPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQTHSEQSPADT
APPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQTHSEQSPADT
APPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQTHSEQSPADT
APPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQTHSEQSPADT

APPONGIPAEYTAPHPHPAPEYTGOTTVPEHTLNLYPPAQTHSEQSPADT
Kok kkkkkhkkkkkkhkkkkkkkkkokkkkokkkkokkokkokkokkokkokkokkokxkxkx

SAQTVSGTATQTDDAAPTDGQPQTQOPSENTENKSQPKRLHVSNIPEFRERD
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPEFRFERD
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPEFRFERD
SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPEFRFERD

SAQTVSGTATQTDDAAPTDGOPOTOPSENTENKSQPKRLHVSNIPFRFRD
Kok kkkkkhkkkkkkhkkkkkkkkkokkkkokkkkokkokkokkokkokkokkokkokxkxkx

PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV

PDLROMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV
Kok kkkkkkkhkkkhkhkkkkkkkkkokkkkokkkkokkokkokkokkokkokkokkokkokxkx

VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL

VEGRKIEVNNATARVMTNKKTVNPY TNGWKLNPVVGAVYSPEFYA-—-—-—--
KkkkkhkkkhkkhkkhkkkkkkkxkxkxkxkxkkkkkkkkkkkkKkkKk**

COANQEGSSMYSAPSSLVYTSAMPGEFPYPAATAAAAYRGAHLRGRGRTVY
COANQEGSSMYSAPSSLVYTSAMPGEFPYPAATAAAAYRGAHLRGRGRTVY
COANQEGSSMYSAPSSLVYTSAMPGEFPYPAATAAAAYRGAHLRGRGRTVY
COANQEGSSMYSAPSSLVYTSAMPGEFPYPAATAAAAYRGAHLRGRGRTVY
—————————————————————— VPGFPYPAATAAAAYRGAHLRGRGRTVY

ek kA A KA A KA XK A XA AR A AR A A KA KX KA K

NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
NTFRAAAPPPPIPAYGGVVYQODGFYGADI-YGGYAAYRYAQPTPATAAAY
NTFRAAAPPPPIPAYGGVVYQODGFYGADI-YGGYAAYRYAQPTPATAAAY

KAhkARAARA AR A AKX AA KA XA KA K o * k . R I i A b S A b S I e S i

SDSYGRVYAA-D—-—-—=—=—=——=———————— PYHHALAPAPTYGVGAMNAF



hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob

SDSYGRVYAA-D—-—-—=—=—=—————————— PYHHALAPAPTYGVGAM-—--
SDRNQFVEFVAADEISCNTSAVTDEFMLPTPTTTHLLOPPPTALV-————-—
SDSYGRVYAA-D—-—-—=—=—=——=———————— PYHHALAPAPTYGVGAMNAF
SDSYGRVYAA-D—-—-—=—=—=——=———————— PYHHALAPAPTYGVGAMNAF

* x * e kX Kk * Kk kK kK K

APLTDAKTRSHADDVGLVLSSLOASIYRGGYNRFAPY
——————————————————————— ASIYRGGYNRFAPY

APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY
APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Alignment of different isoforms of human RBFOX-1,2,3

CLUSTAL W

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob5
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06

multiple sequence alignment

MLASQGVLLHPYGVPMIVPAA-—————————————— —— —— —— —— —— —— ——
MLASQGVLLHPYGVPMIVPAA-—————————————— —— —— —— —— —— —— ——
MLASQGVLLHPYGVPMIVPAA-—————————————— —— —— —— —— —— —— ——
MNCERE——————————— e
MNCERE———————— ===

MAEGAQP----QQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSK
MAEGAQP----QQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSK

—————————————————— P-------YLPGLIQGNQEAAAAPDTMAQPYA
—————————————————— P-------YLPGLIQGNQEAAAAPDTMAQPYA
—————————————————— P-------YLPGLIQGNQEAAAAPDTMAQPYA

—————————————————————————————— QLRGNQEAAAAPDTMAQPYA
—————————————————————————————— QLRGNQEAAAAPDTMAQPYA
————————————————————————————— MVTQGNQEPTTTPDAMVQPFT
————————————————————————————— MVTQGNQEPTTTPDAMVQPFT
————————————————————————————— MVTQGNQEPTTTPDAMVQPFT
————————————————————————————— MVTQGNQEPTTTPDAMVQPFT
RPRTEEAAADGGGGMONEPLTPGYHGFPARDSQGNQEPTTTPDAMVQPFET
RPRTEEAAADGGGGMONEPLTPGYHGFPARDSQGNQEPTTTPDAMVQPFET
———————————————————————————————————————————— MAQPYP

* kK k .

SAQFA-PPONGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE
SAQFA-PPONGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE
SAQFA-PPONGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE
SAQFA-PPONGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE
SAQFA-PPONGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE
TIPFPPPPONGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE



hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

PAQYPPPPONGIPAEYAPPPPHPTODYSGQTPVPTEHGMTLYTPAQTHPE

*khkkAkkkKk KKk o kK * ek o kK k Kk *k . kx ek ok Kk

QOSPADTSAQTVSGTAT--QTDDAAPTDGQO-POTQPSENTENKSQPKRLHV
QSPADTSAQTVSGTAT--QTDDAAPTDGQO-POTQPSENTENKSQPKRLHV
QOSPADTSAQTVSGTAT--QTDDAAPTDGQO-POTQPSENTENKSQPKRLHV
QSPADTSAQTVSGTAT--QTDDAAPTDGQO-POTQPSENTENKSQPKRLHV
QOSPADTSAQTVSGTAT--QTDDAAPTDGQO-POTQPSENTENKSQPKRLHV
QSSNSPSTQ--NGSLT---TEGGAQTDGQOQSQTQOSSENSESKSTPKRLHV
QSSNSPSTQ--NGSLT--QTEGGAQTDGQOQSQTQOSSENSESKSTPKRLHV
QSSNSPSTQ--NGSLT---TEGGAQTDGQQSQTQOSSENSESKSTPKRLHV
QSSNSPSTQ--NGSLT---TEGGAQTDGQOQSQTQOSSENSESKSTPKRLHV
QSSNSPSTQ--NGSLT--QTEGGAQTDGQOQSQTQOSSENSESKSTPKRLHV
QSSNSPSTQ--NGSLT---TEGGAQTDGQOQSQTQOSSENSESKSTPKRLHV
QPGSEASTQPIAGTQTVPQTDEAAQTDSQ-PL-HPSDPTE-KQQPKRLHV

* * o % * o * * . * kk K e ke -k Kk * ok Kk ok kK

SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEFVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADR
SNIPFRFRDPDLROMFGQFGKILDVEIIFNERGSKGFGEVTFETSSDADR

KAKAKRKAKRAA I AA IR AA I A XA AR I AR I A I A AR A AR A A XA A XA AR A ko kh kK

AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP
AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP
AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP
AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP
AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP
AREKLNGTIVEGRKIEVNNATARVMTNKKTGNPYTNGWKLNPVVGAVYGP

Kook koK s Kk e koK kKKK ok ok ok ok KKk ok ok ok ok Kk K XK e kokkkk | kkkkkA K K
EFYAGTVLLCQANQEGSSMYSAP-—-—-—-—-——-—-—— SSLVYTSAMPGFPYP-A
EFYAGTVLLCQANQEGSSMYSAP-—-—-—-—-——-—-—— SSLVYTSAMPGFPYP-A
EFYAGTVLLCQANQEGSSMYSAP-—-—--—-——-—-—— SSLVYTSAMPGFPYP-A
EFYAGTVLLCQANQEGSSMYSAP-—-—-—-—-——-—-—— SSLVYTSAMPGFPYP-A
EFYA---—"—7"Y"7"T"Y"T"T"T"""""""""————————— VPGFPYP-A
ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA
ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPL----IIPGFPYPTA
ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPL----IIPGFPYPTA

ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA
ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA
ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA
EFYA——— - m oo oo VTGFPYP-T



hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-1is06
hFOX3

hFOX1-isol
hFOX1-iso2
hFOX1-iso3
hFOX1-iso4
hFOX1-isob
hFOX2-isol
hFOX2-iso2
hFOX2-iso3
hFOX2-iso4
hFOX2-iso0b5
hFOX2-is06
hFOX3

* o k% . kkkk Kk

ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADI-
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGEFYGADI-
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGEFYGADL-
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVDMOPTDMHSLLL
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGEFYGADL-
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVDMOPTDMHSLLL
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGEFYGADL-
ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGEFYGADL-
TGTAVAYRGAHLRGRGRAVYNTFRAAPPPPPIPTYGAVVYQDGFYGAEI—

ek Kk ekkkkkkkAA Kk aokKk . kk kx| _kkek kK
OGGYAAYRYAQPTPATA--—-————————————— AAYSDSYGRVYAA-DPY
OGGYAAYRYAQPTPATA-—-—-————————————— AAYSDSYGRVYAA-DPY
OGGYAAYRYAQPTPATA-—-—————————————— AAYSDRNQFVFEFVAADEI
YGGYAAYRYAQPTPATA-—-—-—-———————————— AAYSDSYGRVYAA-DPY
YGGYAAYRYAQPTPATA-—-—-—-———————————— AAYSDSYGRVYAA-DPY
YGGYAAYRYAQPATATAATAA-—-—————— AAAAAAYSDGYGRVYTA-DPY
QPOPPLLOPLOPLTVTVMAGCTQPTPTMPLPLPLAMELALWRVYTE-VAT
YGGYAAYRYAQPATATAATAA-—-—————— AAAAAAYSDGYGRVYTA-DPY
QOPOPPLLOPLOPLTVTVMAGCTQPTPTMPLPLPLAMELALWRVYTE-VAT
YGGYAAYRYAQPATATAATAA-—-—————— AAAAAAYSDGYGRVYTA-DPY
YGGYAAYRYAQPATATAATAA-——————— AAAAAAYSDGYGRVYTA-DPY
YGGYAAYRYAQPAAA-A-——————————————— AAYSDSYGRVYAAADPY

. * x * * .

SCNTSAVTDEFMLPTPTTTHLLOPPPTALV---—--=—-—=——=——————————
—————————————————— HHALAPAPTYGVGAMNAFAPLTDAKTRSHADD

* .

VGLVLSSLQOASIYRGGYNRFAPY
————————— ASIYRGGYNRFAPY

VGLVLSSLOASIYRGGYNRFAPY
VGLVLSSLOASIYRGGYNRFAPY
————————— ASLYRGGYSRFAPY

————————— ASLYRGGYSRFAPY
————————— ASLYRGGYSRFAPY



CLUSTAL W (1.83) multiple sequence alignment (comparison human isoforms, 1-5,
published A2BP1 sequence)

iso-1 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-2 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-3 MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF
iso-4 MNCERE-—=-—=-—-—=——————————— QLRGNQEAAAAPDTMAQPYASAQF
iso-5 MNCERE-——-—=-—=————————————— QLRGNQEAAAAPDTMAQPYASAQF
pub e MAQPYASAQF

* Kk ok ok ok ok ok ok ok ok

iso-1 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-2 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-3 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-4 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
iso-5 APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT
pub APPONGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT

hhkhkhkhkhkhkrhkkhkhhkhhkhkhhkrhkhkrhkhkhkhhkhkhkrhkrhkhkrhkkhkhkhhkhkxkhkkxkkxx*x

iso-1 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-2 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-3 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-4 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
iso-5 SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD
pub SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRERD

kA hkhkhkhkhkrhkkhkhhkhhhAhhkrkhkhkrhkkhkhhkhkhkrhkkrhkhkrhkkhkhkhkhkxkhkkxk*xx*x

iso-1 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-2 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-3 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-4 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
iso-5 PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV
pub PDLROMFGQFGKILDVEIIFNERGSKGFGEVTFENSADADRAREKLHGTV

kA hkhkhkhkhk A hkkhkhhkhhk A hhkrhkhkrhkhkhkhhkhhkrhkkhkrhkhkrhkkhkhkhkhkkxkhkkxkkxx*x

iso-1 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-2 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-3 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-4 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL
iso-5 VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA-————
pub VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL

kA hkhkhkhkhkrhhkhkhhkhhkhAhhkrhhkrhkkhkhkhkhkkrhkkrhkkhkrkkhkkkxkxk

iso-1 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-2 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-3 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-4 COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY
iso-5 0 mmmmmmmmm e VPGFPYPAATAAAAYRGAHLRGRGRTVY
pub COANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY

ek khkk Ak khkhkhkrhkkhkhkkhkkxkhkkxkhkkxk*k

iso-1 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
iso-2 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
iso-3 NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLOGGYAAYRYAQPTPATAAAY
iso-4 NTFRAAAPPPPIPAYGGVVYQDGEFYGADI-YGGYAAYRYAQPTPATAAAY
iso-5 NTFRAAAPPPPIPAYGGVVYQDGEFYGADI-YGGYAAYRYAQPTPATAAAY
pub NTFRAAAPPPPIPAYGGVVYQDGEFYGADI-YGGYAAYRYAQPTPATAAAY

Ak hkkhkkrhkkhkhkkhkrkhkkkkhkxkhkk o * % . *hk ok kkkkkkkkkkkkkxkk



iso-1 SDSYGRVYAA-D-——-—-—-———————————— PYHHALAPAPTYGVGAMNAF

iso-2 SDSYGRVYAA-D-—----————————————— PYHHALAPAPTYGVGAM---
iso-3 SDRNQFVEFVAADEISCNTSAVTDEFMLPTPTTTHLLOQPPPTALV-—-————
iso-4 SDSYGRVYAA-D-—--—-—-————————————— PYHHALAPAPTYGVGAMNAF
iso-5 SDSYGRVYAA-D-—----————————————— PYHHALAPAPTYGVGAMNAF
pub SDSYGRVYAA-D-—----———-—————————— PYHHALAPAPTYGVGAMNAF
* % *e KX . * ook ok kK *
iso-1 APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY
iso0-2  mmmmmmmmmm ASIYRGGYNRFAPY
iso-3 =000 mmmmmmm oo P
iso-4 APLTDAKTRSHADDVGLVLSSLOASIYRGGYNRFAPY
iso-5 APLTDAKTRSHADDVGLVLSSLOASIYRGGYNRFAPY
pub APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY

Homo sapiens RNA binding protein, fox-1 homolog (C. elegans) 3 (RBFOX3), mRNA
NCBI Reference Sequence: NM 001082575.1

Ref NM 001082575.1 Homo sapiens RNA binding protein, fox-1 homolog (C. elegans) 3
(RBFOX3), mRNA

CAAAGCAGACCTCACCTCCCACTACCAGCTTGAAGTCACAGCAGCCAGAGGAAATTCTGCCACCATTTTC
CCAGGTCTGCAGCCCCTCCAGCTGGGAACCTGCTCCTGGAGCCATCCCTCTGCAAACAGAGAGCCCAGAG
TGCCTCGGGGAAAATTGGCTGAATAAAAGAGCGATCAGGACGCCACGGCTCCGCCTGAAGCGATGGCCCA
GCCCTACCCCCCCGCCCAGTACCCCCCTCCGCCACAGAACGGCATCCCTGCCGAGTACGCCCCGLCCCCA
CCGCACCCCACGCAGGACTACTCCGGCCAGACCCCGGTCCCCACAGAGCATGGCATGACCCTGTACACAC
CAGCACAGACCCACCCCGAGCAGCCAGGCTCCGAGGCCAGCACACAGCCCATCGCCGGGACCCAGACAGT
GCCGCAGACAGACGAGGCGGCACAGACGGACAGCCAGCCGCTCCACCCCTCCGACCCTACAGAGAAGCAG
CAGCCCAAGCGGCTACACGTCTCCAACATCCCCTTCCGGTTCAGGGACCCCGACTTGCGGCAAATGTTCG
GGCAATTCGGAAAAATTTTAGACGTGGAGATCATTTTTAACGAGCGGGGCTCCAAGGGTTTTGGGTTTGT
AACTTTTGAAACTAGCTCAGATGCTGACCGAGCCCGGGAGAAGCTGAATGGGACGATCGTAGAGGGACGG
AAAATTGAGGTCAATAATGCCACGGCCCGAGTGATGACCAACAAGAAGACGGGGAACCCCTACACCAACG
GCTGGAAGCTAAATCCAGTGGTCGGCGCAGTCTACGGGCCTGAATTCTATGCAGTGACGGGGTTCCCCTA
CCCCACCACCGGCACAGCCGTTGCCTACCGGGGCGCACATCTTCGGGGCCGGGGCCGGGCCGTGTATAAT
ACATTTCGGGCTGCGCCACCCCCACCCCCCATCCCGACTTACGGAGCGGTCGTGTATCAGGATGGATTTT
ATGGTGCTGAGATTTATGGAGGCTACGCAGCCTACAGATACGCTCAGCCCGCTGCAGCGGCGGCAGCCTA
CAGCGACAGTTACGGCAGAGTCTACGCAGCTGCCGACCCGTACCATCACACCATCGGGCCCGCGGLCGACC
TACAGCATTGGAACCATGTGAAACCTTCCACCGTTTCCTTCTCGGACCATGAAGGGCAAAAACAAAAAAA
CAAAAAAAATCACAAAACAAAAAAAACAAAAAAAGATGTTAAGATCCAAGCAACAAAAAAAAAACCAACC
AAACCAAGAGGCATCCAACCAAGTCCAAGTCCCGCGTCCTGGCCACACGCCCGCACCGAGGGAGCACGCC
GGCAGGGGCGCCGAGGAGCGGCCCCAGGACAGGACGGCCCCACCGCGTCCTGGCTGGCAGCACAGTGGGA
ACACGCCCCTCCGTCTCAGGCAGTGGGGGAGTTGGAGGGGAAGGGGCCTCCCTTGTGGGACCCGTGGGGG
GCTCTGTTTTCCATCCAGTCTTCCTTTCCCAGCCCCCAACTCCCAAGACAGACAGTGTGGAGCCCAGCGG
CGGCGGAGCAGGCCCGGGCCTGAGCAGGCAGGCGCTGCTAGCAAGACTTGATCTTTGTGGCCAGCTGTGC
CAGGGGGCCGGCGGGGCTGAGGGGTGCGGGCAGCTTTCATCCCAGGGGCTCCACTGGGCCCCGTCACCCT
CCTGTCGCGTCCCCTGCGTCCCACCTCCCTCCTGCCCGGCAGTCCCGCCCGTGCCCCCAGCCTGGCGAGG
AAGCCGTCCAACAGTAGCCCCGGGGCCAGCTCCCAACAGAAAGGGCTGACGTGGCTCCAGGACTCAGGGG
CGCTCCATGGGAGGACGAAGGAAGCCCAGCCAGCCAGGAGCCACTCCTCACACCTCCAAGTGTGGCCAAG
TGGGCCCTGAGGCCAAGGACTTACTTGCTCTTCCTGGCCATCTCTCCCTTTCTGGAGGAGGCCCGGGGCC
TGTGTACACCAAGGCTGACCTCGTGCTGCCTGCTGGGACCCAGCCCTCCCTGCCGCTCCCCTGTGAGCCC
AGTCCACCGTGGGCGCCCAGGGCCAGGGACGGGCCAGCGCCCGGCTGCATCGCGAGGTTGGGAGTCACAG
TGGCTGTGGGCCTGGACGGGCACAGCCAGAGCAGGGGCCCATGGGAAGGGCAAGGGATGGGGAAGCCTGG
GCCGGCCCCTTCCCTGCTCCCAAGGCAGGTGTCCAGGTGGCGGGAGCAGCACCAAGGACAGCCAGGCTTA
CCCGGTGGGAGGAGCAGGAGCAGAGCAGGTGGCAGGGAGGAACCCCTGGCGAGGCAGGGAGCACTGAAGT
AGGGAAGCAGCAAAAAATACAGGCTCCCAACGTGGCTCCACTGTCTCATGAAGTGTCAAAAATTTAAAAA
TACACCTCACTTTCTATTCAGCATCAGCTATTGAAATGGAATTCTCCTTTTCTATTCCCGTTGTACATAG
CCCCACGCCCTGCCTCCGGCTTTGTCCTCTGTACAGAGCCCCCTGTCCCCTCTGCTGTTCCGGACCCTTT
TCTTGCAGCAGCTCAACCCCCCGACTCACTCAGATCCCCAGGACTGCAGCCGAGCCCCGGGCTTCCTTTC
TTACCATTCTGTATGCTTCCAAGGTGTGACCATTCAAACTAACAGTATTATTAAGATTATTAATAAAGAT
TTCTTTCTTCAAACCAGGAAAAAAAAAAAAAAAAAA



Homo sapiens RNA binding protein, fox-1 homolog (C. elegans) 1 (RBFOX1l), transcript
variant 1, mRNA
NCBI Reference Sequence: NM 145891.2

Ref NM 145891.2 Homo sapiens RNA binding protein, fox-1 homolog (C. elegans) 1
(RBFOX1), transcript variant 1, mRNA
ACCTTCCATTTTGGTAGCTTCAACTTTGCAGCTGCTGTGTCTCTTCGTCGTCTGGGAAGAAAACTTTCAC
ATTAAGAGTTGCTGATGCGGATTTTCTTTCTTTCCTCTCCCGGCGTTGATGAGTGCTTGGCTCCTGACAG
AAGGGATTTGGCTCCCAGCTTTGTAGTTCGGAAGAAGTTGGGTCTATAGATTTCCCCCTAACTCTCCATT
GATGTGTTGAGCTTCAGAGGGAATAATAACTCTACGTAAAGCATGCTGGCGTCTCAAGGAGTTCTCCTGC
ATCCTTATGGCGTGCCTATGATTGTACCGGCAGCTCCTTACCTTCCTGGACTGATTCAGGGTAATCAGGA
AGCAGCCGCTGCCCCTGACACAATGGCTCAGCCTTACGCTTCGGCCCAGTTTGCTCCCCCGCAGAACGGT
ATCCCCGCGGAATACACGGCCCCTCATCCCCACCCCGCGCCAGAGTACACAGGCCAGACCACGGTTCCCG
AGCACACATTAAACCTGTACCCTCCCGCCCAGACGCACTCCGAGCAGAGCCCGGCGGACACGAGCGCTCA
GACCGTCTCTGGCACCGCCACACAGACAGATGACGCAGCACCGACGGATGGCCAGCCCCAGACACAACCT
TCTGAAAACACGGAAAACAAGTCTCAGCCCAAGCGGCTGCATGTCTCCAATATCCCCTTCAGGTTCCGGG
ATCCGGACCTCAGACAAATGTTTGGTCAATTTGGTAAAATCTTAGATGTTGAAATTATTTTTAATGAGCG
AGGCTCAAAGGGATTTGGTTTCGTAACTTTCGAAAATAGTGCCGATGCGGACAGGGCGAGGGAGAAATTA
CACGGCACCGTGGTAGAGGGCCGTAAAATCGAGGTAAATAATGCCACAGCACGTGTAATGACAAATAAAA
AGACCGTCAACCCTTATACAAATGGCTGGAAATTGAATCCAGTTGTGGGTGCAGTCTACAGTCCCGAATT
CTATGCAGGCACGGTCCTGTTGTGCCAGGCCAACCAGGAGGGATCTTCCATGTACAGTGCCCCCAGTTCA
CTTGTATATACTTCTGCAATGCCAGGCTTCCCGTATCCAGCAGCCACCGCCGCGGCCGCCTACCGAGGGG
CGCACCTGCGAGGCCGCGGTCGCACCGTGTACAACACCTTCAGGGCCGCGGCGCCCCCGCCCCCGATCCC
GGCCTACGGCGGAGTAGTGTATCAAGAGCCTGTGTATGGCAATAAATTGCTGCAGGGTGGTTATGCTGCA
TACCGCTACGCCCAGCCTACCCCTGCCACTGCCGCTGCCTACAGTGACAGTTACGGACGAGTTTATGCTG
CCGACCCCTACCACCACGCACTTGCTCCAGCCCCCACCTACGGCGTTGGTGCCATGAATGCTTTTGCACC
TTTGACTGATGCCAAGACTAGGAGCCATGCTGATGATGTGGGTCTCGTTCTTTCTTCATTGCAGGCTAGT
ATATACCGAGGGGGATACAACCGTTTTGCTCCATACTAAATGACAAAACCATAAAAACCTTCCAATGTGG
GGAGAAAGGAAGCTTTCCGAGGCCTGAGTATTGCAATACATGCAGTAGTACATCATTTTAGCAACTCTAA
AAAAAAAAAAAATACAAATAAAAAGGAAAAAAAATTACATTTTTTATCTTATACCTCAGATATTTTGTTC
TGTGTATTTTAATATTGTGGGTCTTTAATTTCTGAAGGTTCCGTAGTTTGGTTGCTGGCTGTAGGAGTTT
TTGTGGTTGATCTAGACAGATGCTAGATAATGAATAAAAACTGGTTTAGGGCCATATCCAGAGTGCTATA
TTATGTAAATGAATTATATATGCTGAATATTAAGCTACTGGGGTTATCAGCTATTTGGGAAGAGTGTAAG
TGACTACAGTAGTCATTTTTTTCTGCACCTGCATTATTTTATTTTGCGAAAGGGGAGGTTGGGAGGGGCT
TAGGGGATTGGAACTGGGGTTTGGCTGAAAGAAAAAAAAAAAAATGTAACTGATGAATCTAAACGACCCA
CTGCACCAACAATCATTTATCAATGGTTCTAAGTTACTCATTGCCAGTTCAAGCCAAAGGTCATGTTGTT
AAGGGGGTGCTTCTAGTAGCACTTGTGCATCTGAGTTGAATGAAGCTGTGCAAACCCACCCTTTAAACCA
TTCCACCCGGCAGTATTCAGCTTCTTAACCAGTCGCTATTTAGGAAAAAAAACCCACTAGTTAGGCCATC
AACAAGCATTCTTTTTATATTTCTTCCAGTATAATAAATTATTGATATCACTGCTGACTTTTATATTATG
GGAGGGAAAAAATAACATTAATAAAAAGGTGATAAAAAAGCACTGTTTCTATTTTTTTCTTTTTTTCCAA
AAAAAGAAAGTAATAAAAACTTAAATTCTTTGTACCAGTTAAAAAAAATGTATAAAATTTACATCTGTGC
AGTGGAGTTGTTAAGTTCTAGAAACAGTCTATGAAGCTTTAGTTTTAGCCTAGTAGAACAACTGTTAGAG
ACAGACGTATAATTTTTATGGAATTACATGATAATCATATTCGGATTTATAGAAGCATTTTACAAGTATT
GCAATCATTGAGTAGAGATAATCATGGTATTTTCATCAGCTTGGTACTTTTTGAAACGTGACTGCGTTGT
GTGAACAATCTGCAATTTTTCAGTCCGTGAGATCCTGCCCTTCCACCTCTTTCCCATACCCCCAAGGATT
ATCTCAAAATGATCTCTTTAGTTCTGTCTCCAAGGCCCAGGACACTTGTCAGAAGGATGCAAAAAAAGAA
AAAAGTACATCCACCCTCTTAATCCCAAAAGAACAAAGTCTCCCCACCTTTCTCGGATGCAGGGCCAGAG
TGACACAGCCGAAAAATTGCAGTTTGTCTGTACTTCTGTTTGAACTTTCCACGTTGTCCTGTTTACAAGT
TAACTTAAGTTGGGGTATCCGTCACGGGTCTTCCTGTTTTGTATTTAAATAAAAACAACAGCAGCAGGCT
GTCCCTGAGTAGTTTTGCTGCCATAGGTTAAGTCCTCATGTGTACAGTGCAGGCCCTGTGGCCCGCACTT
CAGTAAGTTATCAACTCTCACCGCTGTGAACCTGCCAATCCGCTGTAACAACTCTGCTTTAAAACAAAAC
CAAACAAAACTTTAAAAAAAAATGTGTGATCCAGCTTTCTCTTGCCATCCTATGTGCATGCCGTAAGATC
AGTTGGATATTAAACCATCAATAAAGTTTCACAAGATTTGAAAACAAAGTTTCTGTAGCTTCGATACCTA
AGACAGACGATAGTGATCTTGAAAAGAGAAAAGGGGGAGGGGGGAGCTACTTATCAGCCAAAAGCATATA
AAGTGTTCTTTTCACCAGACTTCTTTGGGTGGGTGAGGGGAGGGGCAAGAGGGTGTTTTATAGCATCACT
AAGACATTCTCATTCCCCCACCTGGAAAACAGTGTTATGGCAATGGGTGCCTGGTTGATGTTCTTAAAGG
AAACGAATTATTAAAACACTATGACATCCTCCAGAGGGAAGAAAGAGTAGGAGCAGGGGGCTATGGAGAA
TAAATTTCTCCCAATTGCCGCCTCAGATTTCAAAATCCAGAATTTGTATTGTGTTTCGAATCACAAACAT
AGAATTCTTACTGTGTTGGTTAAAGTAAAATTCATTTGCAGTTTTGATTTTCATCAATGAGCTGTACTTT
CCCCCATGACTGTATGTAGTTTTAATAAAATCATTTAGAGTGAGTGAGTGCCAACCGATGTTGCAGAATC
TTTTGTCTAGGCACTCCAAGATGCCAATAAGTCATTTTAAAATGTATGTCAGAGATGTAAACAAACATTT



TGGATTTTTTTTAAACAGTATTTATTTGGAATGTTTTCATTTATCTAAATAACTATTGCTATTATGAATT
ATGGAAAATTAATATTATGTGTGGCATATAGTGACTTCTTAACACACACATCACGCAATCTGCAAACCCA
GAAAATGTGTATATCTGTCTTTAGAAATTAGTGTTTATATCACTTACAGTGGTTTGTGAATAAAGAAAAC
TGGTTTGTAATATCAAAAAAATAAAAGCTTAGTCTGAAAAGG



