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MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAP 
HPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQ 
TQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFV 
TFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVY 
SPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGR 
TVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGR 
VYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNR 
FAPY 

 

Isoform gamma 

 
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQ 
THSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFG 
KILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKL 
NPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
TFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT 
YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
 
CLUSTAL W (1.83) multiple sequence alignment for human A2BP1 isoforms1-5 and 
mouse isoform A2BP1 (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 
                * ..:                      ::********************* 
 
iso-1           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-2           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-3           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-4           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-5           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
mus             APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS-ADT 
                *****************************:********:******* *** 
 
iso-1           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-2           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-3           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-4           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-5           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
mus             SAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRD 
                *******************************.****************** 
 
iso-1           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-2           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-3           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-4           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-5           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
mus             PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
                ************************************************** 
 
iso-1           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-2           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-3           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-4           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-5           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA----- 
mus             VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL 
                *****************************************:***      



 
iso-1           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-2           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-3           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-4           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-5           ----------------------VPGFPYPAATAAAAYRGAHLRGRGRTVY 
mus             CQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
                                      :*************************** 
 
iso-1           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-2           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-3           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-4           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
iso-5           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
mus             NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
                *********************: .** .:  ******************* 
 
iso-1           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
iso-2           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAM--- 
iso-3           SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------ 
iso-4           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
iso-5           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
mus             SDSYGRVYAA-D------------------PYHHTLAPAPTYGVGAMNAF 
                **    *:.* *                  .  * * *.**  *       
 
iso-1           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-2           -----------------------ASIYRGGYNRFAPY 
iso-3           ------------------------------------P 
iso-4           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-5           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
mus             APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 

                                                      
 
 
 
CLUSTAL W (1.83) multiple sequence alignment (comparison of human isoform 4 and 
mus A2BP1 gamma isoform) 
 
iso-4           MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP 
AY659954        MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP 
                ************************************************** 
 
iso-4           EYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDG 
mus             EYTGQTTVPDHTLNLYPPTQTHSEQS-ADTSAQTVSGTATQTDDAAPTDG 
                *********:********:******* *********************** 
 
iso-4           QPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIF 
mus             QPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIF 
                ***********.************************************** 
 
iso-4           NERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
mus             NERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
                ************************************************** 
 
iso-4           TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYT 
mus             TVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYT 
                *********************:********************.******* 
 
iso-4           SAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY 
mus             SAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY 
                ************************************************** 
 
iso-4           QDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP 



mus             QDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAP 
                ********************************************:***** 
 
iso-4           TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
mus             TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
                *********************************************** 

 
 
CLUSTAL W (1.83) multiple sequence alignment for human A2BP1 isoforms1-5 and 
mouse isoform A2BP1 (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 
                * ..:                      ::********************* 
 
AY659955        APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS-ADT 
iso-1           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-2           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-3           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-4           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-5           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
                *****************************:********:******* *** 
 
AY659955        SAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRD 
iso-1           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-2           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-3           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-4           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-5           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
                *******************************.****************** 
 
AY659955        PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-1           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-2           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-3           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-4           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-5           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
                ************************************************** 
 
AY659955        VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL 
iso-1           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-2           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-3           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-4           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-5           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA----- 
                *****************************************:***      
 
AY659955        CQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-1           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-2           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-3           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-4           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-5           ----------------------VPGFPYPAATAAAAYRGAHLRGRGRTVY 
                                      :*************************** 
 
AY659955        NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 



iso-1           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-2           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-3           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-4           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
iso-5           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
                *********************: .** .:  ******************* 
 
AY659955        SDRNQFVFVATDEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------ 
iso-1           SDSYGRVYAAD-------------------PYHHALAPAPTYGVGAMNAF 
iso-2           SDSYGRVYAAD-------------------PYHHALAPAPTYGVGAM--- 
iso-3           SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------ 
iso-4           SDSYGRVYAAD-------------------PYHHALAPAPTYGVGAMNAF 
iso-5           SDSYGRVYAAD-------------------PYHHALAPAPTYGVGAMNAF 
                **    *:.*                    .  * * *.**  *       
 
AY659955        ------------------------------------P 
iso-1           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-2           -----------------------ASIYRGGYNRFAPY 
iso-3           ------------------------------------P 
iso-4           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-5           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 

                                                      
 
 
 
 
 

 

Mus musculus ataxin-2 binding protein 1 variant 2 (A2bp1) 

AY659955  
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQT
HSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKI
LDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPV
VGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRA
AAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDRNQFVFVATDEISCNTSAVTDEFML
PTPTTTHLLQPPPTALVP 
 

Mus musculus ataxin-2 binding protein 1 variant 1 (A2bp1) 

AY659954 
 
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAP 
HPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQ 
TQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFV 
TFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVY 
SPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGR 
TVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGR 
VYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNR 
FAPY 
 
Alpha (variant 1; NM_183188.2; NP_899011.2; updated Nov’11) 
MLASQGVLLHSYGVPMIVPAAPYFPGLMQGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP 
EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHV 
SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNA 
TARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAA 
TAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAYS 
DSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
 
Gamma (variant 2; NM_021477.5; NP_067452.2; updated Nov’11) 



MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQ 
THSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFG 
KILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKL 
NPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
TFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT 
YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
 
CLUSTAL W (1.83) multiple sequence alignment 
 
AY659954        MNCERE--------------------QLRGNQEAAAAPDTMAQPYASAQF 
AY659955        MNCERE--------------------QLRGNQEAAAAPDTMAQPYASAQF 
alpha           MLASQGVLLHSYGVPMIVPAAPYFPGLMQGNQEAAAAPDTMAQPYASAQF 
gamma           MNCERE--------------------QLRGNQEAAAAPDTMAQPYASAQF 
                * ..:                      ::********************* 
 
AY659954        APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS 
AY659955        APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS 
alpha           APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS 
gamma           APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQSADTS 
                ************************************************** 
 
AY659954        AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDP 
AY659955        AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDP 
alpha           AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDP 
gamma           AQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRDP 
                ************************************************** 
 
AY659954        DLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVV 
AY659955        DLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVV 
alpha           DLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVV 
gamma           DLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVV 
                ************************************************** 
 
AY659954        EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC 
AY659955        EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC 
alpha           EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC 
gamma           EGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLC 
                ************************************************** 
 
AY659954        QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
AY659955        QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
alpha           QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
gamma           QANQEGSSMYSGPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYN 
                ************************************************** 
 
AY659954        TFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAYS 
AY659955        TFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAYS 
alpha           TFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAYS 
gamma           TFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAYS 
                ********************: .** .:  ******************** 
 
AY659954        DSYGRVYAAD-------------------PYHHTLAPAPTYGVGAMNAFA 
AY659955        DRNQFVFVATDEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------- 
alpha           DSYGRVYAAD-------------------PYHHTLAPAPTYGVGAMNAFA 
gamma           DSYGRVYAAD-------------------PYHHTLAPAPTYGVGAMNAFA 
                *    *:.*                    .  * * *.**  *        
 
AY659954        PLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
AY659955        -----------------------------------P 
alpha           PLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
gamma           PLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 

                                                     



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

gamma) 

 
AY659954        MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP 
gamma           MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAP 
                ************************************************** 
 
AY659954        EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQ 
gamma           EYTGQTTVPDHTLNLYPPTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQ 
                ************************************************** 
 
AY659954        PQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFN 
gamma           PQTQPSENTESKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFN 
                ************************************************** 
 
AY659954        ERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKT 
gamma           ERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKT 
                ************************************************** 
 
AY659954        VNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTS 
gamma           VNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLVYTS 
                ************************************************** 
 
AY659954        AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ 
gamma           AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ 
                ************************************************** 
 
AY659954        DGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT 
gamma           DGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPT 
                ************************************************** 
 
AY659954        YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
gamma           YGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
                ********************************************** 

 
 
 
 
Comparison between alpha and gamma 
>lcl|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   MQGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP  87 
            ++GNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP 
Sbjct  8    LRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYP  67 
 
Query  88   PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRF  147 
            PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRF 
Sbjct  68   PTQTHSEQSADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRF  127 
 
Query  148  RDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEV  207 
            RDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEV 
Sbjct  128  RDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEV  187 
 
Query  208  NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV  267 
            NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV 
Sbjct  188  NNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLLCQANQEGSSMYSGPSSLV  247 
 



Query  268  YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNK  327 
            YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+  YG   
Sbjct  248  YTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGAD  307 
 
Query  328  LLQGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK  387 
            +  GGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK 
Sbjct  308  IY-GGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAK  366 
 
Query  388  TRSHADDVGLVLSSLQASIYRGGYNRFAPY  417 
            TRSHADDVGLVLSSLQASIYRGGYNRFAPY 
Sbjct  367  TRSHADDVGLVLSSLQASIYRGGYNRFAPY  396 
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RNA binding protein fox-1 homolog 1 isoform 5 [Homo sapiens] 
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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 
GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK 

LNPVVGAVYSPEFYAVPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGA 
DIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGL 
VLSSLQASIYRGGYNRFAPY 
 
Comparison of protein sequences between isoform 5 and published 

>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  80 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  81   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  140 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  141  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  200 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
Sbjct  121  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  180 
 
Query  201  TVNPYTNGWKLNPVVGAVYSPEFY---------------------------AVPGFPYPA  233 
            TVNPYTNGWKLNPVVGAVYSPEFY                           A+PGFPYPA 
Sbjct  181  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  240 
 
Query  234  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ  293 
            ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 
Sbjct  241  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ  300 
 
Query  294  PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS  353 
            PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 
Sbjct  301  PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS  360 
 
Query  354  SLQASIYRGGYNRFAPY  370 
            SLQASIYRGGYNRFAPY 
Sbjct  361  SLQASIYRGGYNRFAPY  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 
GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK 
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 

NTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP 
TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
 

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

 
>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  80 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  81   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  140 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  141  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  200 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
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 
            SLQASIYRGGYNRFAPY 
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 
GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK 
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
NTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAP 
TYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 

 

Comparison between isoform 4 variant 6 and variant 4 
>lcl|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    MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPE  60 
            MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPE 
Sbjct  1    MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPE  60 
 
Query  61   HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH  120 
            HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH 
Sbjct  61   HTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLH  120 
 
Query  121  VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV  180 
            VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
Sbjct  121  VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV  180 
 
Query  181  VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM  240 
            VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM 
Sbjct  181  VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSM  240 
 
Query  241  YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY  300 
            YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY 
Sbjct  241  YSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVY  300 
 
Query  301  QDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF  360 
            QDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF 
Sbjct  301  QDGFYGADIYGGYAAYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAF  360 
 
Query  361  APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY  397 
            APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
Sbjct  361  APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY  397 
 
Comparison of protein sequences between isoform 4 (variant 4) and published 
>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  80 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  81   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  140 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  141  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  200 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
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 
            SLQASIYRGGYNRFAPY 
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 
 
>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  100 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  101  SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  160 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  161  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  220 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
Sbjct  121  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  180 
 
Query  221  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  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  QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL  359 
 
Query  401  SSLQASIYRGGYNRFAPY  418 
            SSLQASIYRGGYNRFAPY 
Sbjct  360  SSLQASIYRGGYNRFAPY  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 
 
>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  100 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  101  SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  160 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  161  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  220 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
Sbjct  121  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  180 
 
Query  221  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  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  QPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVL  359 
 
Query  379  ----ASIYRGGYNRFAPY  392 
                ASIYRGGYNRFAPY 
Sbjct  360  SSLQASIYRGGYNRFAPY  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 

VSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNN 
ATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 
ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALVP 
 
Comparison of protein sequences between isoform 3 and published 

>lcl|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   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  100 
            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 
 
Query  101  SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  160 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
 
Query  161  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  220 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
Sbjct  121  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  180 
 
Query  221  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  280 
            TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 
Sbjct  181  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  240 
 
Query  281  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYA  340 
            ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQ+  YG  +  GGYAAYRYA 
Sbjct  241  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIY-GGYAAYRYA  299 
 
Query  341  QPTPATAAAYSDRNQFVFVA  360 
            QPTPATAAAYSD    V+ A 
Sbjct  300  QPTPATAAAYSDSYGRVYAA  319 

 
 

 
Sequence of human A2BP1 as in Shibata et al., 2000 Human Molecular Genetics 
MAQPYASAQF APPQNGIPAE YTAPHPHPAP EYTGQTTVPE HTLNLYPPAQ THSEQSPADT SAQTVSGTAT 
QTDDAAPTDG QPQTQPSENT ENKSQPKRLH VSNIPFRFRD PDLRQMFGQF GKILDVEIIF NERGSKGFGF 
VTFENSADAD RAREKLHGTV VEGRKIEVNN ATARVMTNKK TVNPYTNGWK LNPVVGAVYS PEFYAGTVLL 
CQANQEGSSM YSAPSSLVYT SAMPGFPYPA ATAAAAYRGA HLRGRGRTVY NTFRAAAPPP PIPAYGGVVY 
QDGFYGADIY GGYAAYRYAQ PTPATAAAYS DSYGRVYAAD PYHHALAPAP TYGVGAMNAF APLTDAKTRS 
HADDVGLVLS SLQASIYRGG YNRFAPY 
 
MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADTSAQTVSGTATQTDDAAP
TDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRARE
KLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTS
AMPGFPYPAATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQPTPATAAA
YSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
 
Blast search of human A2BP1 (from Shibata’s paper in pubmed) pulled out many 

similarities and the following is one 

> ref|NP_061193.2|  RNA binding protein fox-1 homolog 1 isoform 4 [Homo 
sapiens] 

 ref|NP_001135806.1|  RNA binding protein fox-1 homolog 1 isoform 4 [Homo 
sapiens] 

 sp|Q9NWB1.2|RFOX1_HUMAN  RecName: Full=RNA binding protein fox-1 homolog 1; 
AltName: Full=Ataxin-2-binding  
protein 1; AltName: Full=Fox-1 homolog  
A; AltName: Full=Hexaribonucleotide-binding protein 1 
Length=397 
 
 GENE ID: 54715 RBFOX1 | RNA binding protein, fox-1 homolog (C. elegans) 1 
[Homo sapiens] (Over 10 PubMed links) 
 
 Score =  768 bits (1982),  Expect = 0.0, Method: Compositional matrix adjust. 
 Identities = 377/377 (100%), Positives = 377/377 (100%), Gaps = 0/377 (0%) 
 
Query  1    MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  60 



            MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
Sbjct  21   MAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT  80 
 
Query  61   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  120 
            SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
Sbjct  81   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF  140 
 
Query  121  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  180 
            GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK 
Sbjct  141  GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKK  200 
 
Query  181  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  240 
            TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA 
Sbjct  201  TVNPYTNGWKLNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSAMPGFPYPA  260 
 
Query  241  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ  300 
            ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ 
Sbjct  261  ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIYGGYAAYRYAQ  320 
 
Query  301  PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS  360 
            PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS 
Sbjct  321  PTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLS  380 
 
 
Query  361  SLQASIYRGGYNRFAPY  377 
            SLQASIYRGGYNRFAPY 
Sbjct  381  SLQASIYRGGYNRFAPY  397 
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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 
GAVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLIIPGFPYPTAATTAAAFRGAHLRGRGRTVY 
GAVRAVPPTAIPAYPGVDMQPTDMHSLLLQPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMELALW 
RVYTEVATADLPPTEVT 
 

Isoform 1 and 2 comparison 
 
>lcl|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    MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT  60 
            MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT 
Sbjct  1    MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT  60 
 
Query  61   LYGSTQAHGEQSSNSPSTQNGSLT-TEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIP  119 
            LYGSTQAHGEQSSNSPSTQNGSLT TEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIP 
Sbjct  61   LYGSTQAHGEQSSNSPSTQNGSLTQTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIP  120 
 
Query  120  FRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK  179 
            FRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK 
Sbjct  121  FRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRK  180 
 
Query  180  IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG  239 
            IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG 
Sbjct  181  IEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSG  240 
 
Query  240  RGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG  299 
            RGGINTYIPLI    +PGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG 
Sbjct  241  RGGINTYIPLI----IPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPG  296 
 



 
Query  300  VVYQ  303 
            V  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 
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MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE 
QSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILDV 
EIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG 
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLIIPGFPYPTAATTAAAFRGAHLRGRGRTVYG 
AVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHA 
LAPAASYGVGAVASLYRGGYSRFAPY 
 

Isoform 1 and 3 comparison 
>lcl|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    MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT  60 
            MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT 
Sbjct  1    MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLT  60 
 
Query  61   LYGSTQAHGEQSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPF  120 
            LYGSTQAHGEQSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPF 
Sbjct  61   LYGSTQAHGEQSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPF  120 
 
Query  121  RFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI  180 
            RFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI 
Sbjct  121  RFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKI  180 
 
Query  181  EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR  240 
            EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR 
Sbjct  181  EVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGPELYAASSFQADVSLGNDAAVPLSGR  240 
 
Query  241  GGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV  300 
            GGINTYIPLI    +PGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV 
Sbjct  241  GGINTYIPLI----IPGFPYPTAATTAAAFRGAHLRGRGRTVYGAVRAVPPTAIPAYPGV  296 
 
Query  301  VYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS  360 
            VYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS 
Sbjct  297  VYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTADPYHALAPAAS  356 
 
Query  361  YGVGAVASLYRGGYSRFAPY  380 
            YGVGAVASLYRGGYSRFAPY 
Sbjct  357  YGVGAVASLYRGGYSRFAPY  376 
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MEKKKMVTQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE 
QSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILDV 
EIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG 
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGR 
TVYGAVRAVPPTAIPAYPGVDMQPTDMHSLLLQPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMEL 
ALWRVYTEVATADLPPTEVT 
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%
MAEGAQPQQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSKRPRTEEAAADGGGGMQNEPLTPGY 
HGFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE 
QSSNSPSTQNGSLTQTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILD 
VEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVV 
GAVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRG 
RTVYGAVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTA 
DPYHALAPAASYGVGAVASLYRGGYSRFAPY 
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%
MAEGAQPQQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSKRPRTEEAAADGGGGMQNEPLTPGY 
HGFPARDSQGNQEPTTTPDAMVQPFTTIPFPPPPQNGIPTEYGVPHTQDYAGQTGEHNLTLYGSTQAHGE 
QSSNSPSTQNGSLTTEGGAQTDGQQSQTQSSENSESKSTPKRLHVSNIPFRFRDPDLRQMFGQFGKILDV 
EIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVG 
AVYGPELYAASSFQADVSLGNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTAATTAAAFRGAHLRGRGR 
TVYGAVRAVPPTAIPAYPGVVYQDGFYGADLYGGYAAYRYAQPATATAATAAAAAAAAYSDGYGRVYTAD 
PYHALAPAASYGVGAVASLYRGGYSRFAPY 
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MAQPYPPAQYPPPPQNGIPAEYAPPPPHPTQDYSGQTPVPTEHGMTLYTPAQTHPEQPGSEASTQPIAGT 
QTVPQTDEAAQTDSQPLHPSDPTEKQQPKRLHVSNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGF 
GFVTFETSSDADRAREKLNGTIVEGRKIEVNNATARVMTNKKTGNPYTNGWKLNPVVGAVYGPEFYAVTG 
FPYPTTGTAVAYRGAHLRGRGRAVYNTFRAAPPPPPIPTYGAVVYQDGFYGAEIYGGYAAYRYAQPAAAA 
AAYSDSYGRVYAAADPYHHTIGPAATYSIGTM 
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PREDICTED: RNA binding protein fox-1 homolog 1 isoform 3 [Pan 
            troglodytes]. 
ACCESSION   XP_001135062 
VERSION     XP_001135062.2  GI:332845232 
DBSOURCE    REFSEQ: accession XM_001135062.2 
KEYWORDS    . 
SOURCE      Pan troglodytes (chimpanzee) 
 
MNCEREQLRGNQEAAAAPDTMAQPYASAQFAPPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQ 
THSEQSPADTSAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRDPDLRQMFGQF 
GKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWK 
LNPVVGAVYSPEFYAGTVLLCQANQEGSSMYSAPSSLVYTSASKPTVVALFVFVVYQDGFYGADIYGGYA 
AYRYAQPTPATAAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDVGLVLSSLQA 
SIYRGGYNRFAPY 
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Homo sapiens         1   MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF   50 
Chimpanzee           1   MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF   50 
dog                  1   MLPSQGVLLHPYGVPMIVPAAPYFPGLIQGNQEAAAAPDTMAQPYASAQF   50 
mouse                1   MLASQGVLLHSYGVPMIVPAAPYFPGLMQGNQEAAAAPDTMAQPYASAQF   50 
rat                  1   MLASQGVLLHSYGVPMVVPAAPFFPGLMQGNQEAAAAPDTMAQPYASAQF   50 
red jungle fowl      1   MSCEREQL--------------------RGNQEATAPPDTMAQPYASAQF   30 
zebrafish            1   -MEEKGSKM-----------------VEQGNQDAPAPPETMAQPFPSAQF   32 
 
 
NP_665899.1         51   APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT   100 
XP_510799.2         51   APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT   100 
XP_863750.1         51   APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSAADT   100 
NP_899011.1         51   APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS-ADT   99 
XP_220155.3         51   APPQNGIPAEYTAPHPHPAPEYTGQTTVPDHTLNLYPPTQTHSEQS-ADT   99 
XP_414942.2         31   APPQNGIPAEYTAPHPHPAPDYTGQTTVPEHTLNMYPPAQTHSEQSAADT   80 
NP_001005596.1      33   APPQNGIPAEYTPSHPHPTPDYSGQTPVAEHTLNLYTPAQTHSEPSGPDN   82 
 
 
NP_665899.1        101   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD   150 
XP_510799.2        101   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD   150 
XP_863750.1        101   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD   150 
NP_899011.1        100   SAQTVSGTATQTDDAAPTDGQPQTQPSENTESKSQPKRLHVSNIPFRFRD   149 
XP_220155.3        100   SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD   149 
XP_414942.2         81   NAQTVSGTATQTEDAAQTDGQQQTQSSENTENKSQPKRLHVSNIPFRFRD   130 
NP_001005596.1      83   SIQAVSGTATQTDDSAQTDSQQQTQSSEITEIKTQPKRLHVSNIPFRFRD   132 
 
 
NP_665899.1        151   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   200 
XP_510799.2        151   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   200 
XP_863750.1        151   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   200 
NP_899011.1        150   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   199 
XP_220155.3        150   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   199 
XP_414942.2        131   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV   180 
NP_001005596.1     133   PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFESSADADRAREKLHGTV   182 
 
 
NP_665899.1        201   VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL   250 
XP_510799.2        201   VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL   250 
XP_863750.1        201   VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL   250 



NP_899011.1        200   VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPDFYAGTVLL   249 
XP_220155.3        200   VEGRKIEVNNATARVMTNKKAVNPYTNGWKLNPVVGAVYSPDFYAGTVLL   249 
XP_414942.2        181   VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGRVLL   230 
NP_001005596.1     183   VEGRKIEVNNATARVMTNKKTVNPYANGWKLNPVVGAVYSPEFYA-----   227 
 
 
NP_665899.1        251   CQANQEGSSMYSAPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG   296 
XP_510799.2        251   CQANQEGSSMYSAPSSLVYTSAMSGIKSLCYPAYS-AISAHCKLHLLGRG   299 
XP_863750.1        251   CQANQEGSSMYSAPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG   296 
NP_899011.1        250   CQANQEGSSMYSGPSSLVYTSAMPGFP---YPAAS-AAAAYRGAHLRGRG   295 
XP_220155.3        250   CQANQEGSSMYSGPSSLVYTSAMPGFP---YPAAT-AAAAYRGAHLRGRG   295 
XP_414942.2        231   CQANQEGSPVYSAPSSLVYTSTMPGFP---YPAAT-AAAAYRGAHLRGRG   276 
NP_001005596.1     228   ----------------------VPGFP---YPAATAAAAAYRGAHLRGRG   252 
 
 
NP_665899.1        297   RTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPAT   346 
XP_510799.2        300   NSVVGSLGPSTPPPPHPNSGGVVYQEPVYGNKLLQGGYAAYRYAQPTPAT   349 
XP_863750.1        297   RTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPAT   346 
NP_899011.1        296   RTGYNTLRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPAT   345 
XP_220155.3        296   RTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIY-GGYAAYRYAQPTPAT   344 
XP_414942.2        277   RTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADIY-GGYAAYRYAQPATAT   325 
NP_001005596.1     253   RTVYNTFRAAAPPPHIPAYGGVVYQDGFYGADIY-GGYTAYRYTQPATAT   301 
 
 
NP_665899.1        347   AAAYSDSYGRVYAADPYHHALAPAPTYGVGAM------------------   378 
XP_510799.2        350   AAAYSDSYGRVYAADPYHHALAPAPTYGVGAMNAFAPLTDAKTRSHADDV   399 
XP_863750.1        347   AAAYSDSYGRVYAADPYHHTLAPAPTYSVGAM------------------   378 
NP_899011.1        346   AAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDV   395 
XP_220155.3        345   AAAYSDSYGRVYAADPYHHTLAPAPTYGVGAMNAFAPLTDAKTRSHADDV   394 
XP_414942.2        326   AAAYSDSYGRVYAADPYHHTLAPAATYGVGAVNAFAPLTDAKTRSHADDV   375 
NP_001005596.1     302   AAAYSDSYGRVYAADPYNHALAPAATYSVGAMNAFAPLTDAKTRSHADDV   351 
 
 
NP_665899.1        379   --------ASIYRGGYNRFAPY   392 
XP_510799.2        400   GLVLSSLQASIYRGGYNRFAPY   421 
XP_863750.1        379   --------ASIYRGGYNRFAPY   392 
NP_899011.1        396   GLVLSSLQASIYRGGYNRFAPY   417 
XP_220155.3        395   GLVLSSLQASIYRGGYNRFAPY   416 
XP_414942.2        376   GLVLSSLQASIYRGGYSRFAPY   397 
NP_001005596.1     352   GLVLSSLQASIYRGGYSRFAPY   373 

!

"#$%&'(!)**+! ,&(&! -#./('01!

2"3445677+8! 9:;-<8! =+0/>'&(0!?1/(@!

<"358AB77+C! 9:;-<8! "+%#$.D$EF%&0!!?GH'1>/(I&&@!

<"364JB5A+8! 9:;-<8! G+DK>K0!?E$.@!

2"3677A88+8! 9LM$N8! O+1K0*KDK0!?H$K0&!1$K0&@!

<"3CCA855+J! )CL>8! 9+($#P&.'*K0!?2$#Q/F!#/%@!

<"3R8R7RC+C! 9:;-<8! ,+./DDK0!?#&E!SK(.D&!M$QD@!



!"#$$%$$&&'()%* +,-./%* 0)+1+2.*341,+5-2678*

!"#$%&'%()*+),#++'-'%()#.*+*-&.)*+)/0&1%)2345678)
 
CLUSTAL W (1.83) multiple sequence alignment 
 
hFOX1-iso1      MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF 
hFOX1-iso2      MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF 
hFOX1-iso3      MLASQGVLLHPYGVPMIVPAAPYLPGLIQGNQEAAAAPDTMAQPYASAQF 
hFOX1-iso4      MNCERE--------------------QLRGNQEAAAAPDTMAQPYASAQF 
hFOX1-iso5      MNCERE--------------------QLRGNQEAAAAPDTMAQPYASAQF 
                * ..:                      ::********************* 
 
hFOX1-iso1      APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
hFOX1-iso2      APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
hFOX1-iso3      APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
hFOX1-iso4      APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
hFOX1-iso5      APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
                ************************************************** 
 
hFOX1-iso1      SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
hFOX1-iso2      SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
hFOX1-iso3      SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
hFOX1-iso4      SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
hFOX1-iso5      SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
                ************************************************** 
 
hFOX1-iso1      PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
hFOX1-iso2      PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
hFOX1-iso3      PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
hFOX1-iso4      PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
hFOX1-iso5      PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
                ************************************************** 
 
hFOX1-iso1      VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
hFOX1-iso2      VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
hFOX1-iso3      VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
hFOX1-iso4      VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
hFOX1-iso5      VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA----- 
                *********************************************      
 
hFOX1-iso1      CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
hFOX1-iso2      CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
hFOX1-iso3      CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
hFOX1-iso4      CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
hFOX1-iso5      ----------------------VPGFPYPAATAAAAYRGAHLRGRGRTVY 
                                      :*************************** 
 
hFOX1-iso1      NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
hFOX1-iso2      NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
hFOX1-iso3      NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
hFOX1-iso4      NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
hFOX1-iso5      NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
                *********************: .** .:  ******************* 
 
hFOX1-iso1      SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 



hFOX1-iso2      SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAM--- 
hFOX1-iso3      SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------ 
hFOX1-iso4      SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
hFOX1-iso5      SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
                **    *:.* *                  .  * * *.**  *       
 
hFOX1-iso1      APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
hFOX1-iso2      -----------------------ASIYRGGYNRFAPY 
hFOX1-iso3      ------------------------------------P 
hFOX1-iso4      APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
hFOX1-iso5      APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
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CLUSTAL W (1.83) multiple sequence alignment 
 
hFOX1-iso1      MLASQGVLLHPYGVPMIVPAA----------------------------- 
hFOX1-iso2      MLASQGVLLHPYGVPMIVPAA----------------------------- 
hFOX1-iso3      MLASQGVLLHPYGVPMIVPAA----------------------------- 
hFOX1-iso4      MNCERE-------------------------------------------- 
hFOX1-iso5      MNCERE-------------------------------------------- 
hFOX2-iso1      MEKKK--------------------------------------------- 
hFOX2-iso2      MEKKK--------------------------------------------- 
hFOX2-iso3      MEKKK--------------------------------------------- 
hFOX2-iso4      MEKKK--------------------------------------------- 
hFOX2-iso5      MAEGAQP----QQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSK 
hFOX2-iso6      MAEGAQP----QQPPQLGPGAAARGMKRESELELPVPGAGGDGADPGLSK 
hFOX3           -------------------------------------------------- 
                                                                   
 
hFOX1-iso1      ------------------P-------YLPGLIQGNQEAAAAPDTMAQPYA 
hFOX1-iso2      ------------------P-------YLPGLIQGNQEAAAAPDTMAQPYA 
hFOX1-iso3      ------------------P-------YLPGLIQGNQEAAAAPDTMAQPYA 
hFOX1-iso4      ------------------------------QLRGNQEAAAAPDTMAQPYA 
hFOX1-iso5      ------------------------------QLRGNQEAAAAPDTMAQPYA 
hFOX2-iso1      -----------------------------MVTQGNQEPTTTPDAMVQPFT 
hFOX2-iso2      -----------------------------MVTQGNQEPTTTPDAMVQPFT 
hFOX2-iso3      -----------------------------MVTQGNQEPTTTPDAMVQPFT 
hFOX2-iso4      -----------------------------MVTQGNQEPTTTPDAMVQPFT 
hFOX2-iso5      RPRTEEAAADGGGGMQNEPLTPGYHGFPARDSQGNQEPTTTPDAMVQPFT 
hFOX2-iso6      RPRTEEAAADGGGGMQNEPLTPGYHGFPARDSQGNQEPTTTPDAMVQPFT 
hFOX3           --------------------------------------------MAQPYP 
                                                            *.**:. 
 
hFOX1-iso1      SAQFA-PPQNGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE 
hFOX1-iso2      SAQFA-PPQNGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE 
hFOX1-iso3      SAQFA-PPQNGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE 
hFOX1-iso4      SAQFA-PPQNGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE 
hFOX1-iso5      SAQFA-PPQNGIPAEYTAPHPHPAPEYTGQTTV-PEHTLNLYPPAQTHSE 
hFOX2-iso1      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 
hFOX2-iso2      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 
hFOX2-iso3      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 
hFOX2-iso4      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 
hFOX2-iso5      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 
hFOX2-iso6      TIPFPPPPQNGIPTEYGVPHT---QDYAGQTG---EHNLTLYGSTQAHGE 



hFOX3           PAQYPPPPQNGIPAEYAPPPPHPTQDYSGQTPVPTEHGMTLYTPAQTHPE 
                .  :. *******:**  * .    :*:***    ** :.** .:*:* * 
 
hFOX1-iso1      QSPADTSAQTVSGTAT--QTDDAAPTDGQ-PQTQPSENTENKSQPKRLHV 
hFOX1-iso2      QSPADTSAQTVSGTAT--QTDDAAPTDGQ-PQTQPSENTENKSQPKRLHV 
hFOX1-iso3      QSPADTSAQTVSGTAT--QTDDAAPTDGQ-PQTQPSENTENKSQPKRLHV 
hFOX1-iso4      QSPADTSAQTVSGTAT--QTDDAAPTDGQ-PQTQPSENTENKSQPKRLHV 
hFOX1-iso5      QSPADTSAQTVSGTAT--QTDDAAPTDGQ-PQTQPSENTENKSQPKRLHV 
hFOX2-iso1      QSSNSPSTQ--NGSLT---TEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX2-iso2      QSSNSPSTQ--NGSLT--QTEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX2-iso3      QSSNSPSTQ--NGSLT---TEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX2-iso4      QSSNSPSTQ--NGSLT---TEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX2-iso5      QSSNSPSTQ--NGSLT--QTEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX2-iso6      QSSNSPSTQ--NGSLT---TEGGAQTDGQQSQTQSSENSESKSTPKRLHV 
hFOX3           QPGSEASTQPIAGTQTVPQTDEAAQTDSQ-PL-HPSDPTE-KQQPKRLHV 
                *.  ..*:*   *: *   *: .* **.* .  :.*: :* *. ****** 
 
hFOX1-iso1      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX1-iso2      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX1-iso3      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX1-iso4      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX1-iso5      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso1      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso2      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso3      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso4      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso5      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX2-iso6      SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADR 
hFOX3           SNIPFRFRDPDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFETSSDADR 
                *******************************************.*:**** 
 
hFOX1-iso1      AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP 
hFOX1-iso2      AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP 
hFOX1-iso3      AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP 
hFOX1-iso4      AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP 
hFOX1-iso5      AREKLHGTVVEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSP 
hFOX2-iso1      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX2-iso2      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX2-iso3      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX2-iso4      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX2-iso5      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX2-iso6      AREKLHGTVVEGRKIEVNNATARVMTNKKMVTPYANGWKLSPVVGAVYGP 
hFOX3           AREKLNGTIVEGRKIEVNNATARVMTNKKTGNPYTNGWKLNPVVGAVYGP 
                *****:**:********************  .**:*****.*******.* 
 
hFOX1-iso1      EFYAGTVLLCQANQEGSSMYSAP----------SSLVYTSAMPGFPYP-A 
hFOX1-iso2      EFYAGTVLLCQANQEGSSMYSAP----------SSLVYTSAMPGFPYP-A 
hFOX1-iso3      EFYAGTVLLCQANQEGSSMYSAP----------SSLVYTSAMPGFPYP-A 
hFOX1-iso4      EFYAGTVLLCQANQEGSSMYSAP----------SSLVYTSAMPGFPYP-A 
hFOX1-iso5      EFYA-------------------------------------VPGFPYP-A 
hFOX2-iso1      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA 
hFOX2-iso2      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPL----IIPGFPYPTA 
hFOX2-iso3      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPL----IIPGFPYPTA 
hFOX2-iso4      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA 
hFOX2-iso5      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA 
hFOX2-iso6      ELYAASSFQADVSL--GNDAAVPLSGRGGINTYIPLISLPLVPGFPYPTA 
hFOX3           EFYA-------------------------------------VTGFPYP-T 



                *:**                                     :.***** : 
 
hFOX1-iso1      ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL 
hFOX1-iso2      ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL 
hFOX1-iso3      ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQEPVYGNKLL 
hFOX1-iso4      ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADI- 
hFOX1-iso5      ATAAAAYRGAHLRGRGRTVYNTFRAAAPPPPIPAYGGVVYQDGFYGADI- 
hFOX2-iso1      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGFYGADL- 
hFOX2-iso2      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVDMQPTDMHSLLL 
hFOX2-iso3      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGFYGADL- 
hFOX2-iso4      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVDMQPTDMHSLLL 
hFOX2-iso5      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGFYGADL- 
hFOX2-iso6      ATTAAAFRGAHLRGRGRTVYGAVRA-VPPTAIPAYPGVVYQDGFYGADL- 
hFOX3           TGTAVAYRGAHLRGRGRAVYNTFRAAPPPPPIPTYGAVVYQDGFYGAEI- 
                : :*.*:**********:**.:.**  **..**:* .*  *       :  
 
hFOX1-iso1      QGGYAAYRYAQPTPATA----------------AAYSDSYGRVYAA-DPY 
hFOX1-iso2      QGGYAAYRYAQPTPATA----------------AAYSDSYGRVYAA-DPY 
hFOX1-iso3      QGGYAAYRYAQPTPATA----------------AAYSDRNQFVFVAADEI 
hFOX1-iso4      YGGYAAYRYAQPTPATA----------------AAYSDSYGRVYAA-DPY 
hFOX1-iso5      YGGYAAYRYAQPTPATA----------------AAYSDSYGRVYAA-DPY 
hFOX2-iso1      YGGYAAYRYAQPATATAATAA--------AAAAAAYSDGYGRVYTA-DPY 
hFOX2-iso2      QPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMELALWRVYTE-VAT 
hFOX2-iso3      YGGYAAYRYAQPATATAATAA--------AAAAAAYSDGYGRVYTA-DPY 
hFOX2-iso4      QPQPPLLQPLQPLTVTVMAGCTQPTPTMPLPLPLAMELALWRVYTE-VAT 
hFOX2-iso5      YGGYAAYRYAQPATATAATAA--------AAAAAAYSDGYGRVYTA-DPY 
hFOX2-iso6      YGGYAAYRYAQPATATAATAA--------AAAAAAYSDGYGRVYTA-DPY 
hFOX3           YGGYAAYRYAQPAAA-A----------------AAYSDSYGRVYAAADPY 
                    .  :  ** .. .                 * .     *:.      
 
hFOX1-iso1      ------------------HHALAPAPTYGVGAMNAFAPLTDAKTRSHADD 
hFOX1-iso2      ------------------HHALAPAPTYGVGAM----------------- 
hFOX1-iso3      SCNTSAVTDEFMLPTPTTTHLLQPPPTALV-------------------- 
hFOX1-iso4      ------------------HHALAPAPTYGVGAMNAFAPLTDAKTRSHADD 
hFOX1-iso5      ------------------HHALAPAPTYGVGAMNAFAPLTDAKTRSHADD 
hFOX2-iso1      -------------------HALAPAASYGVGAV----------------- 
hFOX2-iso2      -------------------ADLPPTE------------------------ 
hFOX2-iso3      -------------------HALAPAASYGVGAV----------------- 
hFOX2-iso4      -------------------ADLPPTE------------------------ 
hFOX2-iso5      -------------------HALAPAASYGVGAV----------------- 
hFOX2-iso6      -------------------HALAPAASYGVGAV----------------- 
hFOX3           ------------------HHTIGPAATYSIGT------------------ 
                                     : *.                          
 
hFOX1-iso1      VGLVLSSLQASIYRGGYNRFAPY 
hFOX1-iso2      ---------ASIYRGGYNRFAPY 
hFOX1-iso3      ----------------------P 
hFOX1-iso4      VGLVLSSLQASIYRGGYNRFAPY 
hFOX1-iso5      VGLVLSSLQASIYRGGYNRFAPY 
hFOX2-iso1      ---------ASLYRGGYSRFAPY 
hFOX2-iso2      ---------------------VT 
hFOX2-iso3      ---------ASLYRGGYSRFAPY 
hFOX2-iso4      ---------------------VT 
hFOX2-iso5      ---------ASLYRGGYSRFAPY 
hFOX2-iso6      ---------ASLYRGGYSRFAPY 
hFOX3           ----------------------M 
                                        



 
 
 
 
 
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             ----------------------------------------MAQPYASAQF 
                                                        ********** 
 
iso-1           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-2           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-3           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-4           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
iso-5           APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
pub             APPQNGIPAEYTAPHPHPAPEYTGQTTVPEHTLNLYPPAQTHSEQSPADT 
                ************************************************** 
 
iso-1           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-2           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-3           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-4           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
iso-5           SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
pub             SAQTVSGTATQTDDAAPTDGQPQTQPSENTENKSQPKRLHVSNIPFRFRD 
                ************************************************** 
 
iso-1           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-2           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-3           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-4           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
iso-5           PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
pub             PDLRQMFGQFGKILDVEIIFNERGSKGFGFVTFENSADADRAREKLHGTV 
                ************************************************** 
 
iso-1           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-2           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-3           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-4           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
iso-5           VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYA----- 
pub             VEGRKIEVNNATARVMTNKKTVNPYTNGWKLNPVVGAVYSPEFYAGTVLL 
                *********************************************      
 
iso-1           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-2           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-3           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-4           CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
iso-5           ----------------------VPGFPYPAATAAAAYRGAHLRGRGRTVY 
pub             CQANQEGSSMYSAPSSLVYTSAMPGFPYPAATAAAAYRGAHLRGRGRTVY 
                                      :*************************** 
 
iso-1           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-2           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-3           NTFRAAAPPPPIPAYGGVVYQEPVYGNKLLQGGYAAYRYAQPTPATAAAY 
iso-4           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
iso-5           NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
pub             NTFRAAAPPPPIPAYGGVVYQDGFYGADI-YGGYAAYRYAQPTPATAAAY 
                *********************: .** .:  ******************* 



 
 
 
iso-1           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
iso-2           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAM--- 
iso-3           SDRNQFVFVAADEISCNTSAVTDEFMLPTPTTTHLLQPPPTALV------ 
iso-4           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
iso-5           SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
pub             SDSYGRVYAA-D------------------PYHHALAPAPTYGVGAMNAF 
                **    *:.* *                  .  * * *.**  *       
 
iso-1           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-2           -----------------------ASIYRGGYNRFAPY 
iso-3           ------------------------------------P 
iso-4           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
iso-5           APLTDAKTRSHADDVGLVLSSLQASIYRGGYNRFAPY 
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 
GCCCTACCCCCCCGCCCAGTACCCCCCTCCGCCACAGAACGGCATCCCTGCCGAGTACGCCCCGCCCCCA 
CCGCACCCCACGCAGGACTACTCCGGCCAGACCCCGGTCCCCACAGAGCATGGCATGACCCTGTACACAC 
CAGCACAGACCCACCCCGAGCAGCCAGGCTCCGAGGCCAGCACACAGCCCATCGCCGGGACCCAGACAGT 
GCCGCAGACAGACGAGGCGGCACAGACGGACAGCCAGCCGCTCCACCCCTCCGACCCTACAGAGAAGCAG 
CAGCCCAAGCGGCTACACGTCTCCAACATCCCCTTCCGGTTCAGGGACCCCGACTTGCGGCAAATGTTCG 
GGCAATTCGGAAAAATTTTAGACGTGGAGATCATTTTTAACGAGCGGGGCTCCAAGGGTTTTGGGTTTGT 
AACTTTTGAAACTAGCTCAGATGCTGACCGAGCCCGGGAGAAGCTGAATGGGACGATCGTAGAGGGACGG 
AAAATTGAGGTCAATAATGCCACGGCCCGAGTGATGACCAACAAGAAGACGGGGAACCCCTACACCAACG 
GCTGGAAGCTAAATCCAGTGGTCGGCGCAGTCTACGGGCCTGAATTCTATGCAGTGACGGGGTTCCCCTA 
CCCCACCACCGGCACAGCCGTTGCCTACCGGGGCGCACATCTTCGGGGCCGGGGCCGGGCCGTGTATAAT 
ACATTTCGGGCTGCGCCACCCCCACCCCCCATCCCGACTTACGGAGCGGTCGTGTATCAGGATGGATTTT 
ATGGTGCTGAGATTTATGGAGGCTACGCAGCCTACAGATACGCTCAGCCCGCTGCAGCGGCGGCAGCCTA 
CAGCGACAGTTACGGCAGAGTCTACGCAGCTGCCGACCCGTACCATCACACCATCGGGCCCGCGGCGACC 
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 (RBFOX1), 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 
 
 

                                                     

 
 
 


