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1 GGACCTGCAAGCGCCCCACC
CACGCCGGGGCCGCAGTAACCCCGCGCCGCTCTGCGCACGCGCGGCTTCAGGCTGTCCGC
GGAGCTCCTTGAGCCCGCGTGGGAAACCTGGGCGCTTCGCGCGGAGACGCCTTTGTGGCT
GCTTCCTGGAGCATTTTTTTCCCCTTAGAGCTGTTCGCTGTTTTCCTGTCACGCCGCTTT
TCTGAAAGACGGGTTGTGCGCTTTGGGCTTATTCCTGGACGGTCCCCAAAGGTCCCCGAA
AGGACCAGGCCCGGACACGTGGGGCCTTGGTTTCCGGCCGGAAGTCCCGGGAGGTGTAGG
GCTAGAGTTCTGGCCGTGGCGGGCCGGTTTCTGCGTGCTGCGTGCGCGGCCGCGTGGGCT
ATGGGGCGGCGGTCGCGEGGTCGGCGGCTCCAGCAACAGCAGCGGCCGGAGGACGCGGAG
M GRRSRGRRLO QQQQRTPETDATE

GATGGCGCCGAGGGTGGTGGAAAGCGCGGCGAGGCGGGCTGGGAAGGAGGCTACCCCGAG
D GAEGGGKR RS GEAGWETGG GYFPE

ATCGTCAAGGAGAACAAGCTGTTCGAGCACTACTACCAGGAGCTCAAGATCGTGCCCGAG
I VXENKLTFEHYYQOQQETLIKTIVPE
lep56

GGCGAGTGGGGCCAGTTCATGGACGCTCTCAGGGAGCCGCTCCCGGCCACTTTAAGAATT
GEWGOQFMDALREPLPATLRTI

ACTGGTTACAAAAGCCACGCAAAAGAGATTCTCCATTGCTTAAAGAACAAATATTTTAAG
TGY KSHAKETTLHT CLZKNIKYFK

GAATTGGAGGACCTGGAGGTGGACGGTCAGAAAGTTGAAGTTCCACAGCCACTGAGTTGG
ELEDTLEVDGQKVEVPQPLSW
lep77-1

TATCCTGAAGAACTTGCCTGGCACACAAATTTAAGTCGAAAAATCTTGAGAAAATCGCCA
Y PEELAWHTNLSRKTITLZRIKSTSTP

CACTTGGAAAAGTTTCATCAGTTTCTAGTTAGTGAAACAGAATCTGGAAATATTAGTCGT
HLEKFHQFLVSETESGNTISR

CAAGAAGCTGTTAGCATGATCCCACCACTGCTCCTCAACGTGCGGCCTCATCATAAGATC
Q EAV SMIU®PPLLLNVRPHUHEIKTI

TTAGATATGTGTGCAGCACCTGGCTCAAAGACCACACAGTTAATTGAAATGCTACATGCC
LDMCAAPGSKTTAOQLTIEMLHA
lep77-2

GACATGAATGTCCCCTTTCCAGAGGGATTTGTTATTGCGAATGATGTGGACAACAAGCGC
ODbMNVPFPEGFVIANDVDNSKTR R

TGCTACCTGCTCGTCCATCAAGCCAAGAGGCTGAGCAGCCCCTGCATCATGGTGGTCAAC
CYLLVHQAKRLSS®PCIMVYVN

CATGATGCCTCCAGCATACCCAGGCTCCAGATAGATGTGGACGGCAGGAAAGAGATCCTC
HDASSTIPRLQIDVDGRIKTETIHL

TTCTATGATCGAATTTTATGTGATGTCCCTTGCAGTGGAGACGGCACTATGAGAAAAAAC
FYDRTILOCDVPCSGDGTMRIKN

ATTGATGTTTGGAAAAAGTGGACCACCTTAAATAGCTTGCAGCTACATGGCTTACAGCTG
I DVWKKWTTLNSTLAQLHGLAOQL

CGGATTGCAACACGCGGGGCTGAACAGCTGGCTGAAGGTGGAAGGATGGTGTATTCCACG
RI ATRGAEQQLAEGGRMVYST

TGTTCACTAAACCCTATTGAGGATGAAGCAGTCATAGCATCTTTACTGGAAAAAAGTGAA
CSLNPTIEDEAVIASTLILTETKSE

GGTGCTTTGGAGCTTGCTGATGTGTCTAATGAACTGCCAGGGCTGAAGTGGATGCCTGGA
GALELADVSNETLPGLZEKWMPG

ATCACACAGTGGAAGGTAATGACGAAAGATGGGCAGTGGTTTACAGACTGGGACGCTGTT
I TQWKVMTIKDGQWFTDWDAYV

CCTCACAGCAGACACACCCAGATCCGACCTACCATGTTCCCTCCGAAGGACCCAGAAAAG
PHSRHTQIRPTMEFPPIKTDTPEHK

CTGCAGGCCATGCACCTGGAGCGATGCCTTAGGATATTACCCCATCATCAGAATACTGGA
LQAMHLERT CLRTILPHHAOQNTSG
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GGGTTTTTTGTGGCAGTATTGGTGAAAAAATCTTCAATGCCGTGGAATAAACGTCAGCCA
GFFVAVLVKKSSMPWNTI KT RTQ QTP

AAGCTTCAGGGTAAATCTGCAGAGACCAGAGAAAGCACACAGCTGAGCCCTGCAGATCTC
K LQGKSAETRESTAQLSPATDIL

ACAGAAGGGAAACCCACAGATCCCTCTAAGCTGGAAAGTCCGTCATTCACAGGAACTGGT
TEGKPTDPSKTLESPSFTGTG
lep6@

GACACAGAAATAGCTCATGCAACTGAGGATTTAGAGAATAATGGCAGTAAGAAAGATGGC
DTETIAHATEDLENNGSKTKTDSG

GTGTGTGGTCCTCCTCCATCAAAGAAAATGAAGTTATTTGGATTTAAAGAAGATCCATTT
v GeGPPPSKKMEKTLTFGFTKETDTPTF

GTATTTATTCCTGAAGATGACCCATTATTTCCACCTATTGAGAAATTTTATGCTTTGGAT
VFIPEDDPLTFPPTIETKTFYALTD

CCTTCATTCCCAAGGATGAATTTGTTAACTCGGACTACAGAAGGGAAGAAAAGGCAGCTC
PSFPRMNLLTRTTESGI KT KT R~ QL

TACATGGTTTCTAAGGAGTTGCGGAATGTGCTGCTGAATAACAGTGAGAAGATGAAGGTT
YMVSKELRNYLLNNSETIKMKYV

ATTAACACGGGGATCAAAGTCTGGTGTAGAAATAACAGCGGTGAAGAGTTTGACTGTGCT
I NTGTIKVWCRNNSGETETFTDTCA

TTCCGGCTGGCACGGGAGGGAATATATACATTGTATCCATTTATTAACTCAAGAATTATT
FRLAREGIYTLY®PFTINSRTITI

ACTGTATCAATGGAAGATGTTAAGATACTGTTGACCCAGGAAAATCCCTTTTTTAGAAAA
TVSMEDVKTITLLTAQENPTFTFRK

CTCAGCAGTGAGACCTACAGTCAAGCAAAGGACCTGGCAAAGGGAAGCATCGTGCTGAAG
LSSETYSQAKDLAKGSTIUVLK

TATGAACCAGATTCTGCGAATCCAGACGCTCTGCAGTGTCCCATCGTCTTATGCGGATGG
YEPDSANPDALQCPTIUVLCGHW

CGGGGAAAGGCCTCCATTCGAACTTTTGTGCCCAAGAATGAACGGCTTCATTATCTCAGG
R GKASIRTFVPKNETRTLUHYLR

ATGATGGGGCTGGAGGTATTGGGAGAAAAGAAGAAGGAAGGGGTTATCCTCACAAATGAG
M MGLEVLGET KT K KE®GVILTNE

AGTGCAGCCAGCACCGGACAGCCAGACAATGACGTGACTGAGGGACAGAGAGCAGGAGAG
S AASTGQPDNDVTEGAQRAGE

CCCAACAGCCCAGATGCAGAAGAGGCCAACAGTCCAGACGTGACAGCAGGCTGTGACCCG
PNSPDAEEANSPDVTAGCDTP

GCGGGGGTCCATCCACCCCGGTGAGCAGGCCCAAGGCAGCGGGGGCCCACACCCCTCACA
A GV HP PR *

CGCAAAACTGGCTTCTTCTGGTCACTGGTGTCTGAAACCAAATCCAGAGCAGCCTGTGGC
CTGTAAAGCATATATTTCTAATGACTGCAGACTGGTGGGATCATAGGAGCCTTCTGAATG
ACCAGGACTGCTTTCTTTGGAGCTGATGAAAATGTACTCTTTTAGCGTGTTAGAAATCAC
TTGTTTTATTTTGTTTCTTTGGCCAAGCTGGGTCTAGTGTTTCTTTTGCTGGGAATAGAC
TTTCAAAAGTTGTACTTCTATCAAGAAACAAAACTGCCCTTGCAGAAATTTCAGGTCTTT
TGTTAAGCCTGTATTGGTCTTAAGGTGCAGTATTTTTTAAATTATTATTTATAGAAAGAA
TCTATAAATTCTTGGGGAAGTGTGTTATAAGCTTTAATAATTACATTGAGCTGCACCTCA
GTGGTGTGTCATTAACATGCAGTGGGGTTAATATCTGAGGCCTCAGATGACTTTGTGCCT
TTTGGAATAAAGGGTAAAATAAACTCTCCCAGAGTAAGAGCTGTATCGTGAATTGTCATA
CTAATTATTGAGGGGGACTTATGTGCTTTTATTGAATGGAGTGCTTTACAATTTTTATTT
TTAAATGGGGTTGGGATCCTTGGAATATTTCAATAAAATTGATAAAATATAAAAAAAAAA
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Supplementary Figure S1, by Sakita-Suto et al

Supplementary Figure S1 Full-length cDNA sequences of NSUN2 and their predicted amino acid sequences. Peptide sequences indicated in red (lep56, lep77-1, lep77-2, and lep60) were determined by

Edman analysis. The DNA sequences in blue indicate PCR primer sequences for 5’-RACE.



