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A: NIA Mouse eight-cell-Embryo cDNA
library (Long)
B: RIKEN full-length enriched, 8 cells 
embryo
C: RIKEN full-length enriched, 
blastocyst
D: NIA Mouse Blastocyst cDNA Library 
(Long)
E: eight-cell stage embryo cDNA
F: NIA Mouse four-cell-Embryo cDNA
library (Long)
G: embryo, Knowles Solter 2 cell
H: NIA Mouse 15K cDNA Clone Set
I: RIKEN full-length enriched, 2 cell egg
J: sixteen-cell-embryo cDNA
K: NIA Mouse Unique gene Set 
Version 2
L: blastocyst cDNA
M: RIKEN full-length enriched, adult 
male testis
N: RIKEN full-enriched, pooled tissues, 
1 cell embryo..
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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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CLUSTAL 2.0.10 multiple sequence alignment of Trim43 Genes

Trim43a ------------------------------------------------------------
Trim43b AGATTGGCCAAGGTGTTAGTTCAATCTCTCATCCATTTAGAATAATCCCACTTAAGGGAG 60
Trim43c AGATTGGCCAAGGTGTTAGTTCAATCTCTCATCCATTTAGAATAATCCCACTTAAGAGAG 60

Trim43a ------------------------------------------------------------
Trim43b CTCATCTATTGGAAGCATTAGTAAAAGGGAGGAAGTGGGTGTGGTCTTTAGAGACTCTAA 120
Trim43c CTCATCTATTGGAAGCATTAGTAAAAGGGAGGAAATGGGTGTGGTCTTTAGAGACTCTAA 120

Trim43a -------------------------CATTCTTCTCCAGACCAGAGGTAGAGTGTTTCTAA 35
Trim43b GTACATCCCTGGGGCCCACCAGGTTCATTCTTCTCCAGACCAGAAGTGGAGTGTTTCTAA 180
Trim43c GTACATCCCTGGGGCCCACCAGGTTCATTCTTCTCCAGACCAGAGGTAGAGTGTTTCTAA 180

******************* ** ************

Trim43a CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 95
Trim43b CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 240
Trim43c CCTTTTGCTCCAGACACTGCTAGATCTATCACCTCACTCTCTGAGGATCTGATCTCAGAG 240

************************************************************

Trim43a CTGAGCGAGTATCGCATTGCTACCAACCATTGCTAAGCAGGGACGAGGATAATTGCTTGG 155
Trim43b CTGAGCTAGTATCGCATTGCTACCAAGCATTGCTAAGCAGGGACCGGAATAATTGCTTGG 300
Trim43c CTGAGCTAGTATCACATTGCTACCAAGCATTGCTAAGCAGGGACGAGGATAATTGCTTGG 300

****** ****** ************ ***************** * ************

Trim43a AAAAATGGAATCAGACAATTTACAAGACCCTCAGGAGGAAACACTCACCTGCTCCATCTG 215
Trim43b AAAAATGGAATCAGACAATTTACAAGACCCTCAGGAGGAAACACTCACCTGCTCCATCTG 360
Trim43c AAAAATGGAATCAGACAATTTACAAGACCCTCAGGAGGAAACACTCACCTGCTCCATCTG 360

************************************************************

Trim43a CCAGAGTATCTTTATGAATCCAGTTTATTTAAGGTGTGGCCATAAGTTCTGCGAGGCATG 275
Trim43b CCAGGGTATCTTTATGAATCCAGTTTATTTAAAGTGTGGCCATAAGTTCTGCGAGGCATG 420
Trim43c CCAGGGTATCTTTATGGATCCAGTTTATTTAAGGTGTGGCCATAAGTTCTGCGAGACATG 420

**** *********** *************** ********************** ****

Trim43a TCTCTTACTTTCTCAAGAAGACATCAAATTTCCTGCCTACTGCCCCATGTGTATGCAACC 335
Trim43b TCTCTTACTTTTTCAAGAAGACATCAAATTTCCTGCCTACTGCCCCATGTGTATGCAACC 480
Trim43c TCTCTTACTTTTTCAAGAAGACATCAAATTTCCTGCCTACTGCCCCACGTGTAGGCAACC 480

*********** *********************************** ***** ******

Trim43a ATTTAACCAGGAATATATAAATGACATTTCTCTGAAGAAGCAGGTGTCCATTGTCAGAAA 395
Trim43b ATTTAACCAGGAATATATAAATGACATTTCTCTGAAGAAGCAGGTGTCCATTGTCAGAAA 540
Trim43c ATGCAACCAGAGATATATAAATGACATTTCTCTGAAGAAGCAGGTGTTCATTGTCAGAAA 540

** ****** *********************************** ************

Trim43a GAAAAGGCTCATGAAATATTTGAATTCTAAGGAGCACAAGTGTGTGACCCACAAGGCAAA 455
Trim43b GAAAAGGCTCATGGAATATTTGAATTCTGAGGAGCACAAGTGTGTGACCCACAAGGCGAA 600
Trim43c GAAAAGGCTCATGGAATATCTGAATTCTGAGGAGCACAAGTGTGTGACCCACAAGGCGAA 600

************* ***** ******** **************************** **

Trim43a AAAGATGATCTTCTGTGATAAGAGCAAGATCCTCCTCTGTCACCTGTGTTCTGACTCCCA 515
Trim43b AAAGATGATCTTCTGTGATAAGAGCAAGATCCTCCTCTGTCACCTGTGTTCTGACTCCCA 660
Trim43c AAAGATGATCTTCTGTGATAAGAGCAAGATCCTCCTCTGTCACCTGTGTTCTGACTCCCA 660

************************************************************

Trim43a GGAGCACAGTGGTCACACACACTGTTCCATTGATGTAGCTGTTCAGGAGAAAATGGAGGA 575
Trim43b GGAGCACAGCGGTCACACACACTGTTCCATTGATGTAGCTGTTCAGGAGAAAATGGAGGA 720
Trim43c GGAGCACAGCGGTCACACACACTGTTCCATTGATGTAGCTGTTCAGGAGAAAATGGAGGA 720

********* **************************************************

Trim43a ACTTCTAAAGCACATGGACTCATTATGGCGGAGGCTCAAAATCCAGCAGAATTATGTAGA 635
Trim43b ACTTCTAAAGCACATGGACTCATTATGGCGGAGGCTCAAAATCCAGCAGAATTATGTAGA 780
Trim43c ACTTCTAAAGCACATGGACTCATTATGGCAGAGGCTCAAAATCCAGCAGAATTATGTAGA 780

***************************** ******************************

Trim43a AATAGAGAGGAGAACGACCTTGTGGTGGTTG---TCCGTGAAGCTACGGGAGGAAGTGAT 692
Trim43b AAAAGAGAGGAGAACGACCTTGTGGTGGTTGAAGTCCATGAAGCTACGGGAGGAAGTGAT 840
Trim43c AAAAGAGAGGAGAATGACCTTGTGGTGGTTGAAGTCCGTGAAGCTACGGGAGGAAGTGAT 840

** *********** **************** *** **********************

Trim43a CAAGAGAGTGTATGGAAAACAATGTCCACCCCTCTGTGAAGAAAGGGATCAACACATAGA 752
Trim43b CAAGAGAGTGTATGGAAAACAATGTCCACCCCTCAGTGAAGAAAGGGATCAACACATAGA 900
Trim43c CAAGAGAGTGTATGGAAAACAATGTCCACCCCTCAGTGAAGAAAGGGATCAACACATAGA 900

********************************** *************************

Trim43a GTGTTTGAGACATCAAAGCAACACTACTTTAGAGGAGCTCAGGAAAAGTGAAGCTACGAT 812
Trim43b GTGTTTGAGACATCAAAGCAACACTACTTTAGAGGAGCTCAGGAAAAGTGAAGCTACGAT 960
Trim43c GTGTTTGAGACATCAAAGCAACACTACTTTAGAGGAGCTCAGGAAAAGTGAAGCTACGAT 960

************************************************************

Trim43a AGTCCACGAGAGAAATCAACTAATAGAGGTTTATCGGGAGCTGATGACAATGTCCCAGAG 872
Trim43b AGTCCACGAGAGAAATCAACTAACAGAGGTGTATCGGGAGCTGATGACAATGTCCCAGAG 1020
Trim43c AGTCCACGAGAGAAATCAACTAACAGAGGTGTATCAGGAGCTGATGACAATGTCCCAGAG 1020

*********************** ****** **** ************************

Trim43a GCCATACCAGGAGCTGCTGGTGCAGGACTTGGATGACTTGTTCAGAAGGAGTAAGCTAGC 932
Trim43b GCCATACCAGGAGCTGCTGGTGCAGGACTTGGATGACTTGTTCAGAAGGAGTAAGCTAGC 1080
Trim43c GCCATACCAGGAGCTGCTGGTGCAGGACTTGGATGACTTGTTCAGAAGGAGTAAGCTAGC 1080

************************************************************

Trim43a GGCAAAGCTGGACATGCCACAGGGTATGATACCAAGACTCCATGCCCATTCCATTCCTGG 992
Trim43b GGCAAAGCTGGACATGCCACAGGGTATGATACCAAGACTCCGTGCCCATTCCATTCCTGG 1140
Trim43c GGCAAAGGTGGACATGCCACAGGGTATGATACCAAGACTCCGTGCCCATTCCATTCCTGG 1140

******* ********************************* ******************



Trim43a GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGTT 1052
Trim43b GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGTT 1200
Trim43c GCTGACTGCAAGGCTCAACTCCTTCCGAGTGAAGATTTCCTTTAAACATTCAATCATGTT 1200

************************************************************

Trim43a CGGCTACACCTCAGTCAGACCTTTTGATATCAGACTTCTCCATGAAAGCACATCTCTGGA 1112
Trim43b CGGCTACACCTCACTCAGACCTTTTGATATCAGACTTCTCCATGAAAGCACATCTCTGGA 1260
Trim43c CGGCTACAACTCAGTCAGACCTTTTGATATCAGACTTCTCCATGAAAGCACATCTCTGGA 1260

******** **** **********************************************

Trim43a TTCAGCTGAAACCCATCGTGTTTCCTGGGGAAAAAAGAGCTTCTCCAGGGGAAAATACTA 1172
Trim43b TTCAGCTGAAACCCATCGTGTTTCCTGGGGAAAAAAGAGCTTCTCCAGGGGAAAATACTA 1320
Trim43c TTCAGCTAAAACCCATCGTGTTTCCTGGGGAAAAAAGAGCTTCTCCAGGGGAAAATACTA 1320

******* ****************************************************

Trim43a CTGGGAGGTGGATTTGAAGGACCATGAGCAGTGGACTGTAGGAGTCCGTAAGGATCCCTG 1232
Trim43b CTGGGAGGTGGATTTGAAGGACTATAGGCGGTGGACTGTAGGAGTCTGTAAGGATCCCTG 1380
Trim43c CTGGGAGGTGGATTTGAAGGACTATAGGCGGTGGACTGTAGGAGTCTGTAAGGATCCCTG 1380

********************** ** ** **************** *************

Trim43a GTTAAGGGGGAGAAGCTATGCGGCGACACCCACAGATCTATTTCTTCTTGAGTGTTTGAG 1292
Trim43b GTTAAGGGGGAGAAGCTATGTGGCGACACCCACAGATCTATTTC---TTGAGTGTTTGAG 1437
Trim43c GTTAAGGGGGAGAAGCTATGTGGTGACACCCACAGATATATTTCTTCTTGAGTGTTTGAG 1440

******************** ** ************* ****** *************

Trim43a AAAGGAAGATCATTACATTCTCATCACCCGCATAGGAGGTGAACACTATATAGAGAAGCC 1352
Trim43b AAAGGACGATCATTACATTCTCATCACCCGCATAGGAGGTGAACACTATATAGAGAAGCC 1497
Trim43c AAACAAAGATCATTACATTCTCATCACCCGCATAGGACGTGAACACTATATAGAGAAGCC 1500

*** * ****************************** **********************

Trim43a AGTTGGCCAAGTTGGCGTGTTCCTTGATTGTGAGGGTGGATATGTAAGTTTCGTGGATGT 1412
Trim43b AGTTGGCCAAGTTGGCGTGTTCCTTGATTGTGAGGGTGGATATGTAAGTTTCGTGGATGT 1557
Trim43c AGTTGGCCAGGTTGGCGTGTTCCTTGATTGTGAGGGTGGATATGTAAGTTTCGTGGATGT 1560

********* **************************************************

Trim43a AGCCAAGAGTTCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGTGCTGTCAGGCC 1472
Trim43b AGCCAAGAGTTCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGTGCTGTCAGGCC 1617
Trim43c AGCCAAGAGTTCCCTCATACTCAGCTACTCTCCTGGAACTTTCCATTGTGCTGTCAGGCC 1620

************************************************************

Trim43a TTTCTTCTCTGCTGTCTACACATAATCATAGGAAGCTGGAATCCAGTATGCTAGTGCTTT 1532
Trim43b TTTCTTCTCTGCTGTCTACACATAATCATAGGA-------ATCCAGTATGCTAGTGCTTT 1670
Trim43c TTTCTTCTTTGCTGCCTACACCTAATCATAGGAAGCTGGAATCCAGTATGCTAGTGCTTT 1680

******** ***** ****** *********** ********************

Trim43a TCCAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGTTTGTATATGCTTGGCC 1592
Trim43b TCTAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGTTTGTGTATGCTTGGCC 1730
Trim43c TCCAGTACTTCTATGATAATGTGTCCCCTCTTTATTGTGATGGTTTGTATATGCTTGGCC 1740

** ********************************************* ***********

Trim43a AGGGGAGTGGCACTATTAGAATGTGTGGCCCGGTTGGAGTTGGTGAGTCACTGTGGGTGT 1652
Trim43b AGGGGAGTGGCACTATTAGAATGTGTGGCCCGGTTGGAGTTGGTGAGTCACTGTGGGTGT 1790
Trim43c AGAGGAGTGGCACTATTAGAATGTGTGGCCCGGTTGGAGTTGGTGAGTCACTGTGGGTGT 1800

** *********************************************************

Trim43a GAGCTTTAAGACTCTCATCTTAGCTGTGTGGAAGTCAGTCTTCCACTAGCAGCCTTCAGA 1712
Trim43b GAGCTTTAAGACTCTCATCTTAGCTGTGTGGAAGTCAGTCTTCCACTAGCAGCGTTCAGA 1850
Trim43c GAGCTTTAAGACTATCATCTTAGCTGTGTGGAAGCCAGTCTTCCACTAGCAGCCTTCAGA 1860

************* ******************** ****************** ******

Trim43a TGAAGATGTAGAACTCTCATCTGGATCTTTACCATGCCTACCTAGATATTGCCATGATCC 1772
Trim43b TGAAGATGTAGAACTCTCATCTGGGTCTTTACCATGCCTACCTAGATATTGCCATGATCC 1910
Trim43c TGAAGATGTAGAACTCTCATCTGGGTCTCTACCATGCCTACCTAGATATTGCCATGATCC 1920

************************ *** *******************************

Trim43a CACTTTGATAATGGATTGAACCTCTAAACCTGAAGGCCAGCTCTAATTAAATGTTGTCCT 1832
Trim43b CACTTTGATAATGGATTGAACCTCTAAACCTGAAGGCCAGCTCTAATTAAATGTTGTCCT 1970
Trim43c CACTTTGATAATGGATTGAACCTCTAAACCTGAAGGCTAGCTCTAATTAAATGTTGTCCT 1980

************************************* **********************

Trim43a TTAT-------------------------------------------------------- 1836
Trim43b TTATAAGACTTGCCTTGGTCATGGTGTCTGTTAATAGCAGTAAAACCCTAACTAAGACAT 2030
Trim43c TTATAAGACT-------------------------------------------------- 1990

****

Trim43a ------------------------------------------------------------
Trim43b GTTAAAATGATATTAAGGGATGGAGAGATGGCTCAGAGGTTAAGAGCACTGACTCTTGGT 2090
Trim43c ------------------------------------------------------------

Trim43a ------------------------------------------------------------
Trim43b TAAGGGACTGTTCTTCTGAAGGTCCTGTGTTCAAATCCCCACAACCACATGGTGGCTCAC 2150
Trim43c ------------------------------------------------------------

Trim43a ------------------------------------------------------------
Trim43b ACCCATCTGTAATGAGATCTGATGTCCTCTTCTGGTGTGTCTGAAGACAGCTACAGTGTA 2210
Trim43c ------------------------------------------------------------

Trim43a ----------------------------------------------------
Trim43b CTTACATATAATAAATAAATAAATTTAAAAAATATAAAATGATATTAAATGT 2262
Trim43c ----------------------------------------------------



CLUSTAL 2.0.10 multiple sequence alignment of Trim43 genes

Trim43a MESDNLQDPQEETLTCSICQSIFMNPVYLRCGHKFCEACLLLSQEDIKFPAYCPMCMQPF 60
Trim43b MESDNLQDPQEETLTCSICQGIFMNPVYLKCGHKFCEACLLLFQEDIKFPAYCPMCMQPF 60
Trim43c MESDNLQDPQEETLTCSICQGIFMDPVYLRCGHKFCETCLLLFQEDIKFPAYCPTCRQPC 60

********************.***:****:*******:**** *********** * **

Trim43a NQEYINDISLKKQVSIVRKKRLMKYLNSKEHKCVTHKAKKMIFCDKSKILLCHLCSDSQE 120
Trim43b NQEYINDISLKKQVSIVRKKRLMEYLNSEEHKCVTHKAKKMIFCDKSKILLCHLCSDSQE 120
Trim43c NQRYINDISLKKQVFIVRKKRLMEYLNSEEHKCVTHKAKKMIFCDKSKILLCHLCSDSQE 120

**.*********** ********:****:*******************************

Trim43a HSGHTHCSIDVAVQEKMEELLKHMDSLWRRLKIQQNYVEIERRTTLWWLS-VKLREEVIK 179
Trim43b HSGHTHCSIDVAVQEKMEELLKHMDSLWRRLKIQQNYVEKERRTTLWWLKSMKLREEVIK 180
Trim43c HSGHTHCSIDVAVQEKMEELLKHMDSLWQRLKIQQNYVEKERRMTLWWLKSVKLREEVIK 180

****************************:********** *** *****. :********

Trim43a RVYGKQCPPLCEERDQHIECLRHQSNTTLEELRKSEATIVHERNQLIEVYRELMTMSQRP 239
Trim43b RVYGKQCPPLSEERDQHIECLRHQSNTTLEELRKSEATIVHERNQLTEVYRELMTMSQRP 240
Trim43c RVYGKQCPPLSEERDQHIECLRHQSNTTLEELRKSEATIVHERNQLTEVYQELMTMSQRP 240

**********.*********************************** ***:*********

Trim43a YQELLVQDLDDLFRRSKLAAKLDMPQGMIPRLHAHSIPGLTARLNSFRVKISFKHSIMFG 299
Trim43b YQELLVQDLDDLFRRSKLAAKLDMPQGMIPRLRAHSIPGLTARLNSFRVKISFKHSIMFG 300
Trim43c YQELLVQDLDDLFRRSKLAAKVDMPQGMIPRLRAHSIPGLTARLNSFRVKISFKHSIMFG 300

*********************:**********:***************************

Trim43a YTSVRPFDIRLLHESTSLDSAETHRVSWGKKSFSRGKYYWEVDLKDHEQWTVGVRKDPWL 359
Trim43b YTSLRPFDIRLLHESTSLDSAETHRVSWGKKSFSRGKYYWEVDLKDYRRWTVGVCKDPWL 360
Trim43c YNSVRPFDIRLLHESTSLDSAKTHRVSWGKKSFSRGKYYWEVDLKDYRRWTVGVCKDPWL 360

*.*:*****************:************************:.:***** *****

Trim43a RGRSYAATPTDLFLLECLRKEDHYILITRIGGEHYIEKPVGQVGVFLDCEGGYVSFVDVA 419
Trim43b RGRSYVATPTDLF-LECLRKDDHYILITRIGGEHYIEKPVGQVGVFLDCEGGYVSFVDVA 419
Trim43c RGRSYVVTPTDIFLLECLRNKDHYILITRIGREHYIEKPVGQVGVFLDCEGGYVSFVDVA 420

*****..****:* *****:.********** ****************************

Trim43a KSSLILSYSPGTFHCAVRPFFSAVYT 445
Trim43b KSSLILSYSPGTFHCAVRPFFSAVYT 445
Trim43c KSSLILSYSPGTFHCAVRPFFFAAYT 446

********************* *.**



Oligo Sequence

Southern blot
SB probe fwr TTGAAGGGCACCTCTGGTCATTAC
SB probe rev TACCCTGTCTCCTGATCATGGG

CDS amplify
CDS fwr ATGGAATCAGACAATTTACAAGACCC
CDS rev TTATGTGTAGACAGCAGAGAAGAAAGGCC

qPCR primers
qPCR fwr CCATGCCCATTCCATTCCTGG
qPCR 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
MluI 5kb up 1st exon fwr ACGCGTGCAGTGATAGGGATGAAAAGTGAAC
MluI 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 rev CATACTGGATTCCAGCTTCCTATGA TTACTTGTACAGCTCGTCCATGCCGC  
5kb upATG promoter-emerald overlapping for fwr CTGCTTTTTTTCCCCTCAGAAAAATGGTGAGCAAGGGCGAGGAGCTGTTC
emerald-3’UTR overlapping rev rev CATACTGGATTCCAGCTTCCTATGATTACTTGTACAGCTCGTCC

Transfection experiment-Flag tag
HindIII_kozac_flag fwr CCCAAGCTTGCCACCATGGATTACAAGGATGACGACGATAAGATGGAATCAGACAATTTACAAGACCCTCA
NotI_Trim43 rev ATAAGAATGCGGCCGCTCATGTGTAGACAGCAGAGAAGAA
HindIII_kozac_emerald fwr CCCAAGCTTGCCACCATGGTGAGCAAGGGCGAGGAGCTGTTCAC
emerald_half P2A peptide rev GAAGGTCAAAATTCAAAGTCTGTTTCACCGGTGCGCATGCCTTGTACAGCTCGTCCATGC
half P2A BamHI flag trim43 fwr TCAAGTTGGCGGGAGACGTCGAGTCCAACCCTGGGCCCGGATCCATGGATTACAAGGATGACGACGATAAG
P2 overlapping fwr TGAAACAGACTTTGAATTTTGACCTTCTCAAGTTGGCGGGAGACGTCGAGTCCAA

Primer

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



“Promoter” = 4996bp

1A

1A – promoter for          ACGCGTCCAAAGAGGTTCTATGGGAACCCCTAAACAAC
1B – promoter rev         TTTTCTGAGGGGAAAAAAAGCAG
2A – strawberry for       ATGGTGAGCAAGGGCGAGGAGAATAAC
2B – strawberry rev      TTACTTGTACAGCTCGTCCATGCCGC
3A – 3’UTR for TCATAGGAAGCTGGAATCCAGTATG 
3B – 3’UTR for TCTGAGCCATCTCTCCATCC

1B

2A 2B

Strawberry = 722bp
3A 3B

3’ UTR = 438bp

4996   +                  722           +        432     = 6150bp

1A

Strawberry = 722bp

3B

“Promoter” = 4996bp 3’ UTR = 438bp

4A

4B

4A – promoter-strawberry overlapping for
CTGCTTTTTTTCCCCTCAGAAAA ATGGTGAGCAAGGGCGAGGAGAATAAC

4B – strawberry-3’UTR overlapping rev
CATACTGGATTCCAGCTTCCTATGA TTACTTGTACAGCTCGTCCATGCCGC 

A

B

1Kb+

2Kb
5Kb

promoter Strawberry CDS

650bp
850bp 722

438

3’ UTR1kb+

4996

1Kb+

2Kb
5Kb

promoter Strawberry CDS

650bp
850bp 722

438

3’ UTR1kb+

Strawberry CDS

650bp
850bp 722

438

3’ UTR1kb+

650bp
850bp 722

438

3’ UTR1kb+

722

438

3’ UTR1kb+

4996

7kb 6kb
61507kb 6kb
6150

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). 


