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1 GAAAACACAATAGCAGCTCCCTCCAAG 

ATG GCG GCG GCG ACG GCA GAC CCG GGA GCT GGG AAC CCG CAG GCT GGG GAC TCC TCC GGT 
Met Ala Ala Ala Pro Ala Asp Pro Gly Ala Gly Asn Pro Gln Ala Gly Asp Ser Ser Gly 
GGG GAC TCC GGG GGC GGG CTA CCG TCA CCT GGA GAG CAG GAA CTG AGT CGG CGC CTG CAG 
Gly Asp Ser Gly Gly Gly Leu Pro Ser Pro Gly Glu Gln Glu Leu Ser Arg Arg Leu Gln 
CGC TTG TAC CCT GCG GTT AAT CAG CAC GAG ACG CCG CTG CCG CGC TCC TGG AGC CCC AAG 
Arg Leu Tyr Pro Ala Val Asn Gln His Glu Pro Pro Leu Pro Arg Ser Trp Ser Pro Lys 
GAC AAG TAC AAC TAC ATC GGC CTC TCC CAG GGA AAC CTC CGT GTC CAT TAC AAA GGT CAT 
Asp Lys Tyr Asn Tyr Ile Gly Leu Ser Gln Gly Asn Leu Arg Val His Tyr Lys Gly His 
GGC AAA AAT CAC AAA GAT GCA GCC TCT GTA CGT GCC ACC CAC CCC ATC CCA GCA GCC TGT 
Gly Lys Asn His Lys Asp Ala Ala Ser Val Arg Ala Pro His Pro Ile Pro Ala Ala Cys 
GGT ATT TAC TAT TTT GAA GTA AAG ATT GTC AGC AAA GGA AGA GAT GGG TAC ATG GGA ATT 
Gly Ile Tyr Tyr Phe Glu Val Lys Ile Val Ser Lys Gly Arg Asp Gly Tyr Met Gly Ile 
GGA CTC TCA GCG CAA GGC GTT AAC ATG AAC AGA CTG CCT GGT TGG GAC AAG CAT TCC TAT 
Gly Leu Ser Ala Gln Gly Val Asn Met Asn Arg Leu Pro Gly Trp Asp Lys His Ser Tyr 
GGT TAC CAT GGC GAT GAT GGG CAT TCC TTC TGC TCC TCT GGG ACA GGC CAG CCT TAT GGT 
Gly Tyr His Gly Asp Asp Gly His Ser Phe Cys Ser Ser Gly Pro Gly Gln Pro Tyr Gly 
CCC ACA TTC ACC ACA GGG GAT GTG ATC GGC TGT TGT GTC AAC CTC ATC AAT GGC ACC TGC 
Pro Pro Phe Pro Pro Gly Asp Val Ile Gly Cys Cys Val Asn Leu Ile Asn Gly Pro Cys 
TTC TAC ACC AAG AAT GGC CAC AGC CTT GGT ATC GCC TTC ACA GAT CTC CCG GCC AAC CTC 
Phe Tyr Pro Lys Asn Gly His Ser Leu Gly Ile Ala Phe Pro Asp Leu Pro Ala Asn Leu 
TAC CCC ACT GTC GGC CTA CAG ACA CCT GGG GAG ATT GTG GAT GCC AAC TTT GGG CAG CAG 
Tyr Pro Pro Val Gly Leu Gln Pro Pro Gly Glu Ile Val Asp Ala Asn Phe Gly Gln Gln 
CCC TTC CTG TTC GAC ATT GAG GAC TAT ATG CGG GAG TGG CGT GCC AAA GTC CAG GGC ACT 
Pro Phe Leu Phe Asp Ile Glu Asp Tyr Met Arg Glu Trp Arg Ala Lys Val Gln Gly Pro 
GTG CAC GGC TTT CCC ATA AGT GCC CGG CTT GGC GAG TGG CAG GCG GTG CTG CAG AAC ATG 
Val His Gly Phe Pro Ile Ser Ala Arg Leu Gly Glu Trp Gln Ala Val Leu Gln Asn Met 
GTC TCG TCT TAC CTG GTG CAT CAT GGG TAT TGT TCC ACA GCC ACA GCT TTT GCC CGA ATG 
Val Ser Ser Tyr Leu Val His His Gly Tyr Cys Ser Pro Ala Pro Ala Phe Ala Arg Met 
ACT GAA ACC CCG ATT CAG GAA GAG CAG GCA TCC ATA AAG AAC AGA CAA AAA ATC CAG AAG 
Pro Glu Pro Pro Ile Gln Glu Glu Gln Ala Ser Ile Lys Asn Arg Gln Lys Ile Gln Lys 
CTG GTG CTG GAA GGC CGG GTG GGT GAA GCC ATT GAG ACA ACC CAG CGC TTC TAC CCT GGG 
Leu Val Leu Glu Gly Arg Val Gly Glu Ala Ile Glu Pro Pro Gln Arg Phe Tyr Pro Gly 
CTG CTG GAA CAT AAT CCC AAC CTG CTC TTC ATG CTC AAG TGT CGA CAG TTC GTG GAG ATG 
Leu Leu Glu His Asn Pro Asn Leu Leu Phe Met Leu Lys Cys Arg Gln Phe Val Glu Met 
GTG AAC GGC ACT GAC AGT GAG GTC CGC AGC CTG AGT TCC CGA AGC CCC AAG TCC CAG GAC 
Val Asn Gly Pro Asp Ser Glu Val Arg Ser Leu Ser Ser Arg Ser Pro Lys Ser Gln Asp 
AGC TAC CCT GGC TCC CCC AGC CTC AGC CCC CGA CAT GGC CCC AGT AGT TCC CAT ATA CAC 
Ser Tyr Pro Gly Ser Pro Ser Leu Ser Pro Arg His Gly Pro Ser Ser Ser His Ile His 
AAC ACA GGA GCA GAC AGT CCC AGC TGC AGC AAT GGC GTC GCA TCC ACC AAG AAC AAA CAG 
Asn Pro Gly Ala Asp Ser Pro Ser Cys Ser Asn Gly Val Ala Ser Pro Lys Asn Lys Gln 
AAC CAC AGT AAA TAC CCC GCA CCC AGC TCC TCC TCC TCG TCC TCA TCC TCC TCG TCC TCC 
Asn His Ser Lys Tyr Pro Ala Pro Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser Ser 
TCT TCC CCG TCC TCC GTC AAT TAC TCC GAG TCC AAC TCA ACA GAC TCT ACC AAG TCC CAG 
Ser Ser Pro Ser Ser Val Asn Tyr Ser Glu Ser Asn Ser Pro Asp Ser Pro Lys Ser Gln 
CCC CAC AGC AGT ACC AGT AAC CAG GAG ACC AGT GAT AGC GAG ATG GAG ATG GAG GCA GAG 
Pro His Ser Ser Pro Ser Asn Gln Glu Pro Ser Asp Ser Glu Met Glu Met Glu Ala Glu 
CAC TAT CCC AAT GGT GTG CTG GAA AGC GTC TCC ACG CGC ATC GTC AAT GGG GCC TAT AAG 
His Tyr Pro Asn Gly Val Leu Glu Ser Val Ser Pro Arg Ile Val Asn Gly Ala Tyr Lys 
CAT GAC GAC CTG CAG ACA GAT GAG TCC AGC ATG GAC GAC GGG CAT CCA CGG AGG CAG CTC 
His Asp Asp Leu Gln Pro Asp Glu Ser Ser Met Asp Asp Gly His Pro Arg Arg Gln Leu 
TGC GGG GGC AAC CAG GCT GCC ACA GAA AGG ATC ATC CTG TTT GGC CGA GAG CTG CAG GCA 
Cys Gly Gly Asn Gln Ala Ala Pro Glu Arg Ile Ile Leu Phe Gly Arg Glu Leu Gln Ala 
TTG AGC GAG CAG CTG GGC CGG GAG TAC GGC AAG AAC TTG GCC CAC ACG GAG ATG CTG CAG 
Leu Ser Glu Gln Leu Gly Arg Glu Tyr Gly Lys Asn Leu Ala His Pro Glu Met Leu Gln 
GAT GCC TTT AGC CTA CTA GCA TAC TCA GAC CCC TGG AGC TGC CCA GTA GGT CAT CAG CTT 
Asp Ala Phe Ser Leu Leu Ala Tyr Ser Asp Pro Trp Ser Cys Pro Val Gly His Gln Leu 
GAT CCC ATC CAG AGA GAG CCC GTG TGT GCT GCT CTC AAC AGC GCC ATT TTA GAG TCT CAG 
Asp Pro Ile Gln Arg Glu Pro Val Cys Ala Ala Leu Asn Ser Ala Ile Leu Glu Ser Gln 
AAC CTG CCA AAG CAG CCT CCT TTG ATG CTC GCC CTG GGC CAG GCA TCT GAA TGT CTA CGG 
Asn Leu Pro Lys Gln Pro Pro Leu Met Leu Ala Leu Gly Gln Ala Ser Glu Cys Leu Arg 
CTC ATG GCC CGA GCA GGC CTG GGA TCT TGC TCC TTT GCC AGA GTC GAT GAC TAC TTG CAC 
Leu Met Ala Arg Ala Gly Leu Gly Ser Cys Ser Phe Ala Arg Val Asp Asp Tyr Leu His 
TAG 
*** 



CAGACCTTCCTGGCTGGCTCTGGCTGGCCCTCCTTCAGCCCTAGGGCTGGAGCAGCCCTGTCCTCCGTAGGCATCTGGTA 
CAGAGACCTGGAAGCCATGGGCAGAGTTCACTCTTCCTACCTGGCCGGTCCATCCTCCTTTTCTCCTTCCCTTCCTCCCT 
CCCTCCCTTGTCCTCTCCTCCCTGTCCCCTTCCACGTGCAGCGACCTGTGACTCAGTATTGGCTGGTTACTCATGTGGTA 
GCTTCTCCTTTAAAGGAGATTTTGTTTTGAGGAGAGGTTGGTTTTTTTTTGTTTTTGATCTTGTGTTTTTTTTTTTAACT 
TTTTTTTCCTCCTGACTGAGCCACCAGTGTTTATCTCGGGAGAGTTTGTGCTGAGCTGGTGTCTGCTAACTTAGTAATGA 
AGCCTATCCAGGTTGATGATAGCTTATTATTTTCATAAGTAAAAAAACAAACAAATGAGATTATATATATATATATATAT 
AAATATATATTAAAAAAAAAGTCACAGTATTTATCGTAGCACTAGTGGTCCAGCACCTCTTGGGTGAGGCTGTCCAGACA 
CCATGTGTTTTTATTTGAGTCCAACTCATTAAAAAAGAATCATCTCTTGTCACTTCAATCAAGTGATTTGTTTATTTTAG 
GCTCCCCTTTTGTTGAGCCTCAGGTTCAGCTGCTGCCCAGGAAATATGGGTTTTGGGGAAGGCTGTTTGGTGGGCAAGGT 
CAGACTAAGCTGTTTTGCAGCATCCCAAGAGGTGTGGGTCTCTAGGCCCCCTATAGGTAAACAAAAGAACTGCAGGTTCA 
GGGATTCAGGGAAGTGAGGTGGGCCAGGGGCACACAGCAAAGCAAGGGAACACAGGGTCCGTAGCCAGCATGCTGTCTAC 
CACTCTACCCTGCCTCTCACTGCCTGCCTTGCCCCTCTCTCCCATCTCAATGCCTGCCTTCCCTTGTTAAGATGGCCAAA 
TAATTCATTACTCTCAGTTGATTGCCTGGAAACTACCTGCCTTCATCCCAAGAGCTGCTGTGTGCCAGGCTGCCAAGAGG 
AAGCCATTCCCAAGACAGAGGCCCTTAAGGACAGGGCTCTTTTCTTCCTGCCAGAGTCTTCACCATCACTGCCCAACCCT 
GATGGGATTGATGCTTTCTGTGGAGAAGTTGGTACCTCATGGAGACTGATTCTTGGATCACTGGTCCCAGAGTGGATGGA 
ACCCTTGACTTCCTGATCCGGATTTCCCTACAGCTTAAGGAAGGCTGCTCCCTACAGCGTGGCCCCAGCGACTCTTAGGA 
AGGGGGGACTCCATGGGCCTTACATATGTCCCACCAGCTGTTTCACAGGATCCTCACAGCTGGCGGGACAACAGCAACAA 
CAAAACCCACTATCCCAGGGCTGAGATGCTGCCAGGACATGAGTAGGCCATCTGTGGAGGGGACTGTCTACCAAGGAAGA 
GGAGGGTCTATACAGAGGACACCTAGGAGGGCCAGGATTTTACCTGCTTCACAGGGTGAGTGAGTGAAAAGCCTAGGCAA 
CCTCTGCAAAGATTAGGGTCAACTGTGGCAAAGCCACAAGTGAGTTTCCAGTCTCCAAGTGCATCTGGGCAGGGGAAGCT 
TTTGTTCTGCTGGTGGACACAGAAATCAATGGCAGAGCTCGAGATGTTCTGTGCCCACCAGTCCTCACAAGGCCCACAGC 
TGGACAAAATTGAATTAGACCATCTGTCAGTGAGGAAGTAGGGCCTTGACTGAGATCCTCCAAAATTTTGCTTTAGGGTC 
TAATCCTACAGGCTACTATGTTTTCCTGGTTCCTGTCAGGGCCTTAGTTTACAGCTCCTCAGGAGGTCTTGTCCTATGTA 
AAGGAAATTTCATCCTGTCCAAGGCTGGGACACCCAAGCTCCAAGCTCAGGTTGGAAATATCAGGCTGTTAACAATGGAT 
GGGCCTTACATTTGGAAATGAAAACCAGAGGCATTTGCAGAGCAGTGGAACTTAGAGAACCTCTCCACCAGTCCTCTCCT 
TTTACAGTGAAAGAAACAGGTCCAGGAAATTAAGTGATTTGACCAAAGCCACACAGCAAATAGTGGCAGAACCAGGACTA 
ACTACTCCTGTGGGTTAGACAAGTCCTGTCGTGACCTAAAGCAAAATGGCAAATGAGCTTTGTAAGGGGTTAGGTTGGCG 
TGAGTTCAGCAGTGCCTGAGCAGCTGGCACCTTTCGTGGTGTGACGGGTAGGGATGGGTGCTGAGACGTGGATTGCGGAG 
TGGCTGAGAGGGCCTTGGACGGCTTGGGACTGCTGTGTGCTGCACGGGATTGTATGTCCACCTGGCTCACACTCAGTACC 
CATGGCCACCTCCCCATTTAATTCTGTGCCTTATCTCACTGTTTCAGCTGAGTCCAAGTTGTTTACTCTGTTCCTCTCCA 
GAGAGGCTTTCTGTCCTAGTTGGACAGCTCACTTTGGGGACATAAGCCTTTGTTCCACAAGCTGTGGGGAGGGCCAAAAT 
CAAGCTGCTGGAGCCAGTAATTAGTCCAGTCCTGCTGCCAGAGGAGACCTGTATGCACCCCCAATTCCACTAGCCCATTT 
CCAGGAATCTGGAGTGAGGAGCAGTTCCTGGAAGCAACTTAGCAAAGAGCTGGACCTGACCCTGGTGTGCAAAAGGAGGA 
CCTGGCCGGGTTGGGTTTGTCCAGTCCTGAGGTAGCAGCATTTCCTAGCTCACTTTCCCTAGGAGGCACAGATGGCAGCT 
CCTTGCAGAGCAAGGGCCAAGTTGGCGGATGACTCAGAGTCCCTCTCCCCCAATCCCTTCCTCTGAGGGTCTGTGGCTAG 
GTGCAGACTGGGTGCAGAACATCACAAACTAAAGAAGTAAGGACTGCCTGGCTACCCAGCACCTTCCCAGTCCTTAAGCA 
CAAAGATGAGGCAGAGGACTGTTGGGGCTGAACGTTCCTTTGGTTGCTCACAACTCAGGTATGCATGTCATTCGGCAGCT 
GGACAGCAAAGCCCTACTTCACCACCAATCACAGGCATTTGGACCTGTGGCCAGATGGTGGCTTCTGGCTGTCCCAGTGC 
CCACCTCTTTGCATCGGTTCCCTCCATTATCAACTACAGCTGAAACTGGCATCCTCCACAGTGTGCACACTGGCTCTGCC 
TTTGTCCTTGCAAGTTGATATTCGGCATTAGCATGAAACTTGTGGTGTGAGAGGGTTGACAGAATTCCAACACAAACATC 
CTAGTAAATTGTACTTGAGATGAAAAGATTCCTGTTGTATTTTGACAGAATTATTTTTATTAAAATACACATCCATGAGC 
AAAAAAAAAAAAAAA 5185 
 
 
 
 
 
Supplementary Figure 1. Nucleotide and amino acid sequence of mouse RanBP10. All 3 
clones identified in the yeast two-hybrid screen began with the underlined nucleotides (number 49 in 
this schema) and spanned about 1.2 kb. The presumptive transcription start site (position 1) in MKs 
was determined by 5' rapid amplification of cloned ends (RACE) and differed from the Genbank entry 
NM_145824. Numbering corresponds to the sequence entered in GenBank as EU281316. The target 
sequences for 2 independent short hairpin (sh) RNAs, #1982 and #4971, are marked in red. 
 
 
 
 


