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Supplemental Figure S1. A. Genome coordinates of EG547109 (Trim43a), EG666747
(Trim43b), EG666731 (Trim43c) in the UCSC Mouse Genome Browser (July 2007). B.
Frequency of expressed sequence tags (ESTS) in the public EST database (NCBI/NIH).
C. Frequency of expressed sequence tags (ESTS) in the public EST database (TIGR
Gene Index).
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AGATTGGCCAAGGTGTTAGT TCAATCTCTCATCCATTTAGAATAATCCCACTTAAGGGAG 60
AGATTGGCCAAGGTGTTAGT TCAATCTCTCATCCATTTAGAATAATCCCACTTAAGAGAG 60

CTCATCTATTGGAAGCAT TAGTAAAAGGGAGGAAGT GGGTGTGGTCTTTAGAGACTCTAA 120
CTCATCTATTGGAAGCAT TAGTAAAAGGGAGGAAATGGGTGTGGTCTTTAGAGACTCTAA 120

------------------------- CATTCTTCTOCAGACCAGAGGTAGAGTGTTTCTAA 35
GTACATCOCT GBGEC0CACCAGGT TCATTCTTCTCCAGACCAGAAGT GGAGTGTTTCTAA 180
GTACATCOCT GBGEC0CACCAGGT TCATTCTTCTOCAGACCAGAGGTAGAGTGTTTCTAA 180

KAKAK AR AR AR AR AR AR AK* *k Ak hhhkhhkkkx

CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 95
CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 240
CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 240

R

CTGAGCGAGTATCGCATTGCTACCAACCATTGCTAAGCAGGGACGAGGATAATTCCTTGG 155
CTGAGCTAGTATCGCATTGCTACCAAGCAT TGCTAAGCAGGGACCGGAATAATTGCTTGG 300
CTGAGCTAGTATCACATTGCTACCAAGCAT TGCTAAGCAGGGACGAGGATAATTGCTTGG 300

kkkkhkk Khkkkhkk Hhkhkhkkhhkkhhkkhk *kkkkhkkhkkrkkrkkkkkk* * kkkkkkkkkkKkk

AAAAAT GGAAT CAGACAAT TTACAAGACCCT CAGGAGGAAACACTCACCTGCTCCATCTG 215
AAAAAT GGAAT CAGACAAT TTACAAGACCCT CAGGAGGAAACACT CACCTGCTCCATCTG 360
AAAAAT GGAATCAGACAAT TTACAAGACCCT CAGGAGGAAACACTCACCTGCTCCATCTG 360

B R R R R R R R

CCAGAGTATCTTTATGAATCCAGT TTATTTAAGGT GT GGCCATAAGT TCTGCGAGGCATG 275
CCAGGGTATCTTTATGAATCCAGT TTATTTAAAGT GTGGCCATAAGT TCTGCGAGGCATG 420
CCAGGGTATCTTTATGGATCCAGT TTATTTAAGGT GTGGCCATAAGT TCTGCGAGACATG 420

B R R ]

TCTCTTACTTTCTCAAGAAGACATCAAATTTCCTGCCTACTGCCCCATGTGTATGCAACC 335
TCTCTTACTTTTTCAAGAAGACATCAAATTTCCTGCCTACTGCCCCATGTGTATGCAACC 480
TCTCTTACTTTTTCAAGAAGACATCAAATTTCCTGCCTACT GCCCCACGT GTAGGCAACC 480

I R R N ]

ATTTAACCAGGAATATATAAATGACATTTCTCTGAAGAAGCAGGT GT CCATTGTCAGAAA 395
ATTTAACCAGGAATATATAAATGACATTTCTCTGAAGAAGCAGGT GT CCATTGTCAGAAA 540
ATGCAACCAGAGATATATAAATGACATTTCTCTGAAGAAGCAGGT GT TCATTGTCAGAAA 540

* % *kkkKk Kk R E T LR

GAAAAGGCT CATGAAATAT TTGAAT TCT AAGGAGCACAAGT GT GTGACCCACAAGGCAAA 455
GAAAAGGCTCATGGAATATTTGAATTCT GAGGAGCACAAGT GTGTGACCCACAAGGCGAA 600
GAAAAGGCTCATGGAATAT CTGAATTCT GAGGAGCACAAGT GTGTGACCCACAAGGCGAA 600

hkkkhkkhkkhkhkkh Hhkhkk H*hkkhhkhhkkhk *kkhkkhkhkhkhkhkhkhkhkhkkkhkkx *%

AAAGATGATCTTCTGTGATAAGAGCAAGATCCTCCTCTGTCACCTGTGITCTGACTCCCA 515
AAAGATGATCTTCTGTGATAAGAGCAAGATCCTCCTCTGTCACCTGTGITTCTGACTCCCA 660
AAAGATGATCTTCTGT GATAAGAGCAAGATCCTCCTCTGTCACCTGTGT TCTGACTCCCA 660

B R R R R R

GGAGCACAGT GGTCACACACACTGT TCCATTGATGTAGCTGT TCAGGAGAAAATGGAGGA 575
GGAGCACAGCGGT CACACACACTGT TCCATTGATGTAGCT GT TCAGGAGAAAATGGAGGA 720
GGAGCACAGCGGT CACACACACTGT TCCATTGATGTAGCT GT TCAGGAGAAAATGGAGGA 720

A R ]

ACTTCTAAAGCACATGGACT CATTATGGCGGAGGCTCAAAATCCAGCAGAATTATGTAGA 635
ACTTCTAAAGCACAT GGACTCATTATGGCGGAGGCTCAAAATCCAGCAGAATTATGTAGA 780
ACTTCTAAAGCACATGGACT CATTAT GGCAGAGGCTCAAAATCCAGCAGAATTATGTAGA 780

R R R ]

AATAGAGAGGAGAACGACCTTGTGGTGGI TG - - TCCGTGAAGCTACGGGAGGAAGTGAT 692
AAAAGAGAGGAGAACGACCT TGT GGT GGT TGAAGT CCATGAAGCTACGGGAGGAAGT GAT 840
AAAAGAGAGGAGAATGACCT TGT GGT GGT TGAAGT CCGT GAAGCTACGGGAGGAAGT GAT 840

kk kkkkkkkkhkhk KAk hkAhkAhkkhkkhkkk* kkk kkkkkkkkkkkkkkhkhkh kK%

CAAGAGAGT GTATGGAAAACAAT GTCCACCCCT CTGT GAAGAAAGGGAT CAACACATAGA 752
CAAGAGAGT GTATGGAAAACAAT GTCCACCCCT CAGT GAAGAAAGGGATCAACACATAGA 900
CAAGAGAGT GTATGGAAAACAAT GTCCACCCCT CAGT GAAGAAAGGGATCAACACATAGA 900

hkkkhkkhkkhkkhkkhkhkkhkhkhkhkkhkkhkkhkkkkkk *hkhkkhkhkkhkhkhkhkkkkkkkk k%

GTGTTTGAGACATCAAAGCAACACTACT TTAGAGGAGCT CAGGAAAAGT GAAGCTACGAT 812
GTGTTTGAGACATCAAAGCAACACTACT TTAGAGGAGCT CAGGAAAAGT GAAGCTACGAT 960
GTGTTTGAGACATCAAAGCAACACTACT TTAGAGGAGCT CAGGAAAAGT GAAGCTACGAT 960

B R R R R R

AGTCCACGAGAGAAATCAACTAATAGAGGT TTATCGGGAGCTGATGACAATGT CCCAGAG 872
AGTCCACGAGAGAAAT CAACT AACAGAGGT GTATCGGGAGCTGATGACAATGT CCCAGAG 1020
AGTCCACGAGAGAAAT CAACTAACAGAGGT GTATCAGGAGCTGATGACAATGT CCCAGAG 1020

R N

GCCATACCAGGAGCT GCTGGT GCAGGACT TGGATGACT TGT TCAGAAGGAGTAAGCTAGC 932
GCCATACCAGGAGCT GCTGGT GCAGGACTTGGATGACT TGT TCAGAAGGAGTAAGCTAGC 1080
GCCATACCAGGAGCT GCTGGT GCAGGACT TGGATGACT TGT TCAGAAGGAGTAAGCTAGC 1080

R R ]

GGCAAAGCT GGACAT GCCACAGGGTATGATACCAAGACTCCATGCCCATTCCATTCCTGG 992
GGCAAAGCT GGACAT GCCACAGGGTATGATACCAAGACTCCGTGCCCATTCCATTCCTGG 1140
GGCAAAGGT GGACAT GCCACAGGGTATGATACCAAGACTCCGTGCCCATTCCATTCCTGG 1140

Khhkkhhkkhk KRAKRKKRKKRKRKRKR KKK KRK KKK KA KA KA I A KA A IR IR IR A ARk k kK *k

Supplemental
Figure S2.
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GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGI T
GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGI T
GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGI T

hkkkhkkhkkhkkhkkhkhkkhkkhkkhkkhkkhkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkkk k%

CGGCTACACCTCAGTCAGACCTTTTGATATCAGACT TCTCCATGAAAGCACATCTCTGGA
CGGCTACACCTCACTCAGACCTTTTGATATCAGACT TCTCCATGAAAGCACATCTCTGGA
CGGCTACAACTCAGT CAGACCTTTTGATATCAGACT TCTCCATGAAAGCACATCTCTGGA

kkkkkkkk Khkkk hhkhkhkhhhhhhhhkhkhkhkhkhkkkkkkkkkkkkkkkkkkk ok k*

TTCAGCTGAAACCCAT CGT GT T TCCTGGGGAAAAAAGAGCT TCTCCAGGGGAAAATACTA
TTCAGCTGAAACCCAT CGT GT T TCCTGGGGAAAAAAGAGCT TCTCCAGGGGAAAATACTA
TTCAGCTAAAACCCAT CGT GT T TCCTGGGGAAAAAAGAGCT TCTCCAGGGGAAAATACTA

R R R ]

CTGCGAGGTGGAT TTGAAGGACCAT GAGCAGT GGACT GTAGGAGT CCGTAAGGATCCCTG
CTGGGAGGTGGATTTGAAGGACTATAGGCGGT GGACT GTAGGAGT CTGTAAGGATCCCTG
CTGGGAGGTGGATTTGAAGGACTATAGGCGGT GGACT GTAGGAGT CTGTAAGGATCCCTG

kkkkkkhkhkhkhkhkhhkhhk vk ** kk kkkkkkhkhkAhk Ak Ahkk* hhhkkhkkkkkkkk*

GI'TAAGGGGGAGAAGCTATGCGGCGACACCCACAGATCTATTTCTTCTTGAGIGI TTGAG
GI'TAAGGGGGAGAAGCTATGT GGCGACACCCACAGATCTATTTC- - - TTGAGIGITTGAG
GTTAAGGGGGAGAAGCTATGT GGT GACACCCACAGATATATTTCTTCTTGAGTGT TTGAG

kkkkhkkhkkhkhkhkhkhkhk **k *hkkhkkkkhkkhkrk *kkkk* kkkkkkkkkkokkok

AAAGGAAGATCATTACATTCTCATCACCCGCATAGGAGGTGAACACTATATAGAGAAGCC
AAAGGACGATCATTACATTCTCATCACCCGCATAGGAGGTGAACACTATATAGAGAAGCC
AAACAAAGATCATTACATTCTCATCACCCGCATAGGACGTGAACACTATATAGAGAAGCC

* ko k kkkkkkkkkkkkkkkkkkkkkkhkhkhkhk khkkhkhkhkhkhkkkkkkkk k&

AGTTGGECCAAGT TGECGTGT TCCTTGAT TGT GAGGGT GGATATGTAAGT TTCGTGGATGT
AGTTGGECCAAGT TGECGTGTTCCTTGAT TGT GAGGGT GGATATGTAAGT TTCGTGGATGT
AGTTGGECCAGGT TGECGTGT TCCTTGAT TGT GAGGGT GGATATGTAAGT TTCGTGGATGT

hkkkkkkkh hkhkhhhhhkhkhkhkhhkkkkkhkhkhkkkkkkkkkkkkkkk ok kk k ok k%

AGCCAAGAGT TCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGTGCTGTCAGGCC
AGCCAAGAGT TCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGT GCTGT CAGGCC
AGCCAAGAGT TCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGT GCTGT CAGGCC

R R )

TTTCTTCTCTGCTGI CTACACATAAT CATAGGAAGCT GGAATCCAGTATGCTAGTGCTTT
TTTCTTCTCTGCTGTCTACACATAATCATAGGA- - - - - - - ATCCAGTATGCTAGIGCTTT
TTTCTTCTTTGCTGCCTACACCTAATCATAGGAAGCTGGAATCCAGTATGCTAGTIGCTTT

khkkkkkkhk Kkhkkkk Khkkkk* Khkkhkkhkkhkkk* kkkkkkhkkkkhkkhkhkhk K%k

TCCAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGT TTGTATATGCTTGECC
TCTAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGT TTGT GTATGCTTGECC
TCCAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGI TTGTATATGCTTGGCC

hk Kk khkkhkkhkkhkhkhkhkhkhkkhkkkkkkkkkkkkkkkkkkkhkkk* *kkkkkkkkk*

AGGGGAGT GGCACTATTAGAATGT GT GGCCCGGT TGGAGT TGGTGAGT CACTGT GGGTGT
AGGGGAGT GGCACTATTAGAATGT GT GGCCCGGT TGGAGT TGGTGAGT CACTGT GGGTGT
AGAGGAGT GGCACTATTAGAATGT GT GGCCCGGT TGGAGT TGGTGAGT CACTGT GGGTGT

hk kkkkkkkkkhkhkhkhkhkhkhkkkkkkhkhkkkkkkkkkkkkkkkkkkkkk ok k ok k%

GAGCTTTAAGACTCTCATCTTAGCTGT GTGGAAGT CAGT CTTCCACTAGCAGCCTTCAGA
GAGCTTTAAGACT CTCATCTTAGCTGT GTGGAAGT CAGT CTTCCACTAGCAGCGT TCAGA
GAGCTTTAAGACTATCATCTTAGCTGT GTGGAAGCCAGT CTTCCACTAGCAGCCTTCAGA

hkkkkkkkkkhkhk hhkhkhkhkhkhkhkhhhhhk *kkkhkhkhkhkhkhkkk kkkkkk

TGAAGATGTAGAACTCTCATCTGGATCT TTACCATGCCTACCTAGATATTGCCATGATCC
TGAAGATGTAGAACTCTCATCTGGGTCT TTACCATGCCTACCTAGATATTGCCATGATCC
TGAAGATGTAGAACTCTCATCTGGGTCTCTACCATGCCTACCTAGATATTGCCATGATCC

R I ]

CACTTTGATAATGGAT TGAACCT CTAAACCTGAAGGCCAGCTCTAATTAAATGT TGTCCT
CACTTTGATAATGGATTGAACCT CTAAACCTGAAGGCCAGCTCTAATTAAATGI TGTCCT
CACTTTGATAATGGATTGAACCT CTAAACCTGAAGGCTAGCTCTAATTAAATGI TGTCCT

I ]

1836
2030
1990

2090

2150

2210



CLUSTAL 2.0.10 nultiple sequence alignnment of Trimd3 genes

Tri mi3a
Tri md3b
Tri mi3c

Tri mi3a
Tri md3b
Tri nmd3c

Tri md3a
Tri mi3b
Tri md3c

Tri nd3a
Tri md3b
Tri md3c

Tri nd3a
Tri md3b
Tri mi3c

Tri mi3a
Tri md3b
Tri mi3c

Tri mi3a
Tri md3b
Tri nmd3c

Tri md3a
Tri md3b
Tri md3c

MVESDNLQDPQEETLTCSI CQSI FMNPVYL RCGHKFCEACL LL SQEDI KFPAYCPMCMOQPF
MVESDNLQ@DPQEETLTCSI CQE FMNPVYLKCGHKFCEACLLLFQEDI KFPAYCPMCMQPF
VESDNLQDPQEETLTCSI CQE FMDPVYLRCGHKFCETCLLLFQEDI KFPAYCPTCRQPC
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RVYCGKQCPPL CEERDQHI ECL RHQSNTTLEEL RKSEATI VHERNQL I EVYRELMIVSQRP
RVYCGKQCPPL SEERDCQHI ECL RHQSNT TLEEL RKSEATI VHERNQL TEVYREL MIVSQRP
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YTSVRPFDI RLLHESTSL DSAETHRVSWEKKSFSRGKY YWEVDL KDHEQM VGVRKDPWL
YTSLRPFDI RLLHESTSL DSAETHRVSWEKKSFSRGKY YWEVDL KDY RRW VGVCKDPWL
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Supplemental Figure S3. Multiple alignment of Trim43a, Trim43b, and Trim43c.




Oligo Sequence

Primer

Southern blot

SB probe fwr  TTGAAGGGCACCTCTGGTCATTAC

SB probe rev. TACCCTGTCTCCTGATCATGGG

CDS amplify

CDs fwr  ATGGAATCAGACAATTTACAAGACCC

CDs rev. TTATGTGTAGACAGCAGAGAAGAAAGGCC

qPCR primers

gqPCR fwr CCATGCCCATTCCATTCCTGG

gqPCR rev.  TCTGACTGAGGTGTAGCCGAACATG

qPCR nested fwr  ATTCCATTCCTGGGCTGACT

qPCR nested rev.  CTGACTGAGGTGTAGCCGAAC

Pou5f1 fwr CCGTGTGAGGTGGAGTCTGGAGAC

Pou5f1 rev. CGCCGGTTACAGAACCATACTCG

Chuk nested fwr  AGGACCGTGTTCTCAAGGAGCTGT

Chuk nested rev. CTCTGGTCCTCATTTGCTTCACGA

Antigen for antibody production

Ab fwr  CCGGAATTCGATGTAGCTGTTCAGGAGAAAATG
Ab rev.  CCCAAGCTTTCACTCCCGATAAACCTCTATTAGTTG
Promoter study

Mlul 5kb up 1st exon fwr  ACGCGTGCAGTGATAGGGATGAAAAGTGAAC

Mlul 5kb up ATG fwr ACGCGTCCAAAGAGGTTCTATGGGAACCCCTAAACAAC
3 UTR fwr  TCATAGGAAGCTGGAATCCAGTATG

3 UTR rev.  TCTGAGCCATCTCTCCATCC

strawberry fwr  ATGGTGAGCAAGGGCGAGGAGAATAAC

strawberry rev.  TTACTTGTACAGCTCGTCCATGCCGC

emerald fwr  ATGGTGAGCAAGGGCGAGGAGCTGTTCAC
emerald rev.  TTACTTGTACAGCTCGTCCATGC

Assymetric PCR

5kb upATG promoter-strawberry overlapping for  fwr CTGCTTTTTTTCCCCTCAGAAAA ATGGTGAGCAAGGGCGAGGAGAATAAC

strawberry-3’'UTR overlapping rev
5kb upATG promoter-emerald overlapping for
emerald-3'UTR overlapping rev

Transfection experiment-Flag tag
Hindlll_kozac_flag

Notl_Trim43
Hindlll_kozac_emerald
emerald_half P2A peptide

half P2A BamHlI flag trim43

P2 overlapping

rev
fwr

CATACTGGATTCCAGCTTCCTATGA TTACTTGTACAGCTCGTCCATGCCGC
CTGCTTTTTTTCCCCTCAGAAAAATGGTGAGCAAGGGCGAGGAGCTGTTC
CATACTGGATTCCAGCTTCCTATGATTACTTGTACAGCTCGTCC

CCCAAGCTTGCCACCATGGATTACAAGGATGACGACGATAAGATGGAATCAGACAATTTACAAGACCCTCA
ATAAGAATGCGGCCGCTCATGTGTAGACAGCAGAGAAGAA
CCCAAGCTTGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCAC
GAAGGTCAAAATTCAAAGTCTGTTTCACCGGTGCGCATGCCTTGTACAGCTCGTCCATGC
TCAAGTTGGCGGGAGACGTCGAGTCCAACCCTGGGCCCGGATCCATGGATTACAAGGATGACGACGATAAG
TGAAACAGACTTTGAATTTTGACCTTCTCAAGTTGGCGGGAGACGTCGAGTCCAA

Supplemental Figure S4. Primer sequences used in the current study.



A 2A 2B
_> 4_
A [ Strawberry =722bp |
> 2 N, 3B
| “Promoter” = 4996bp | [ 33 UTR =438bp |
4_
1A — promoter for ACGCGTCCAAAGAGGTTCTATGGGAACCCCTAAACAAC

1B — promoter rev TTTTCTGAGGGGAAAAAAAGCAG

2A — strawberry for ATGGTGAGCAAGGGCGAGGAGAATAAC
2B —strawberryrev  TTACTTGTACAGCTCGTCCATGCCGC
3A - 3'UTR for TCATAGGAAGCTGGAATCCAGTATG

3B - 3'UTR for TCTGAGCCATCTCTCCATCC

promoter

Strawberry CDS

1kb+ 3'UTR

B 4996 + 722 + 432 = 6150bp
1A 4A
_
“Promoter’ = 4996bp | [ ISHGNBSHNISNPPOBNNN | 3 UTR = 438bp]
4B 3B
4A — promoter-strawberry overlapping for
CTGCTTTTTTTCCCCTCAGAAAA ATGGTGAGCAAGGGCGAGGAGAATAAC
4B — strawberry-3'UTR overlapping rev

7kb

CATACTGGATTCCAGCTTCCTATGA TTACTTGTACAGCTCGTCCATGCCGC

Supplemental Figure S5. A The promoter
sequence and the 3'UTR of Trim43a were PCR
amplified from RP23-46B12-BAC DNA giving a
band of 4996 bp and 438 bp respectively. The
CDS of strawberry fluorescent molecule was
amplified from pRSET-B plasmid (722 bp). B
The three fragments obtained were fused
together by the use of two overlapping primers
(4A, 4B).

6kb




