
 
 Figure S1. Deduced amino acid sequence alignment of Cb5 proteins                  
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  AtCb5 - A    (1) - MSSDRKVL SFEE VSKHNKTKDCWLII SGKVY DVTP F MDDHPGGDE VLLS STGKDATNDFEDVGHSDTARDMMDKY FI GE 
TungCb5 - A    (1) - MASDPKI HKFE DVKVHNKI KDCWLII SGKVY DVTP F MEDHPGGDE VLLSS TGKDATNDFEDVGHSDSARDMMEKYYI GE 
 GmCb5- A1    (1) - MASDRKL HTFEE VAKHNQTKDCWLII SGKVY DVTP F MEDHPGGDE VLLS ATGKDATNDFEDVGHSDSARDMMEKYYI GE 
 GmCb5- A2    (1) - MASDRKL HTFE EVAKHDQTKDCWLII SGKVY DVTP F MEDHPGGDE VLLS ATGKDATNDFEDVGHSDSARDMMEKYYI GE 
  AtCb5 - B    (1) - MGGDGKVFT LS EVSQHSS AKDCWIV I DGKVY DVTKF LDDHPGGDE VI L TSTGKDATDDFEDVGHSSTAKAMLDEYYV GD 
TungCb5 - B    (1) - MGGDKKVFT L AQVSQHNNPKDCWLII GGKVY DVTKF LDDHPGGDE VLLS ATGKDATDDFEDVGHSL SARE MMDQYYV GE 
  AtCb5 - E    (1) - MGDEAKI FT LS EVSEHNQAHDCWIV I NGKVY NVT KF L E DHPGGDDVLLSS TGKDATDDFEDVGHSESARE MMEQYYV GE 
 GmCb5- E1    (1) MGGERNKVF SL AEVSQHNNAKDCWL VI HGKVY NVT KF L E DHPGGDE VLLSS TGKDATNDFEDI GHSTSAVAMMDEF YVGD 
 GmCb5- E2    (1) MGGERNKVFT L AEVSQHNNAKDCWL VI HGKVY NVTKF L E DHPGGDE VLLSS TGKDATNDFEDI GHSTSAVAMMDEF YVGD 
TungCb5 - C    (1) MGSS- GKVFT L AEVSEHNNPKDCWL VI E GKVY DVTKF L E DHPGGDE VLLS ATGKDATDDFEDVGHSSSARAMMDEF YVGE 
  AtCb5 - C    (1) ---- MANL I SF HDVAKHKCKNDCWIL I HGKVY DIS TF MDE HPGGDNVLL AVTGKDASI DFEDVNHSKDAKEL MKKY CI GD 
 GmCb5- C1    (1) - MGSKT KTFTFEE VAKHNHRKDCWI I VKGKVY DVTP F LDDHPGGDE VL VTA TE KDATTDFEDI GHSDSATEMMEKYF VGE 
 GmCb5- C2    (1) - MGSKT KTFTFEE VAKHNHRKDCWI I VKGKVY DVTP F LDDHPGGDE VL VTA TE KDATTDFEDI GHSDSATQMMEKYF VGE 
 GmCb5- C3    (1) - MASNPKTL TFEE VAKHNNKKDCWI II NGKVY DI TP F LDE HPGGDE VLL TSTGKDATI DFEDVGHSDSAI EMMEKYFI GK 
 GmCb5- C4    (1) –MASNPKPL TFEE VANHNNKKDCWI II NGKVY DI TP F LDE HPGGDE VL VT STGKDATI DFEDVGHSDSAI EMMEKYF VGK 
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  AtCb5 - A   (80) I DSSSV PATRT--- YVAPQQ-- PAYNQDKTPEF I IKI L QFLV PI L IL GLAL VVRHYTKK D-------  
TungCb5 - A   (80) I DSST VPANRT--- HI PP K--- QVYNQDKSSEF F IKI L QFLV PLL IL GLAF AVRHFTKK E-------  
 GmCb5- A1   (80) I DAST VPL KRT--- YI PP QQ-- AQYNPDKTPEF VIKI L QFLV PLL IL GLAF VVRHYTKK E-------  
 GmCb5- A2   (80) I DSST VPL KRT--- YI PP QQ-- AQYNPDKTPEF VIKI L QFLV PLL IL GLAF VVRHYTKK E-------  
  AtCb5 - B   (80) I DTATVPVKAK--- FV PP TSTKAVA TQDKSSDF VIK L L QFLV PLL IL GLAFGI RYYTK TKAPSS ---  
TungCb5 - B   (80) I DPST VPKKAT--- YKPP K-- QPHYNQDKTSEF I IK L L QFLV PF AIL GLAFGI RL YTK ST-------  
  AtCb5 - E   (80) I DPTTI PKKVK--- YTPP K-- QPHYNQDKTSEF I IK L L QFLV PL AIL GLAVGI RI YTK SG-------  
 GmCb5- E1   (81) I DTST I PSKVK--- YTPP K-- QPHYNQDKMPEF I I RI L QFLV PL F IL GLAVGI RF YTK ST-------  
 GmCb5- E2   (81) I DTST I PSKVK--- YTPP K-- QPHYNQDKTPEF I I RI L QFLV PL F IL GLAVGI RF YTK ST-------  
TungCb5 - C   (80) I DSST I PSRMA--- YTPP K-- QPHYNQDKTME F I IK F L QFVVPLL IL GLAVGI RF YTK SAEA-----  
  AtCb5 - C   (77) VDQST VPVT QQ--- YI PP WEKESTAAE TTKE E SGK KL L I YL I PLL IL GVAF AL RF YNNK--------  
 GmCb5- C1   (80) VDTNTL PAQVT SSSS VRPPTQAP- VYNNQSSGF VVKI L QYI VPLL IL AF AFGL QYYGKK SK --- SEN  
 GmCb5- C2   (80) VDTNTL PAQVT SNNSVRQPTQAPPAY NNQSSGF VVKML QYI VPLL IL AF AFGL QYYGKK NKSTESEN  
 GmCb5- C3   (80) VDTST L PPKVS -- HSL PQPTQTH- GAGNQSSGF VVKI L QFL L PLL IL GLAF AL QYYGQKKHASTS --  
 GmCb5- C4   (80) VDTST L PAKVN-- HSL PQPTQAG- GAGNQSSGF VVKI L QFL L PF L IL GLAF AL QYYGKK KHASTS --  
 
 
The deduced amino acid sequence of soybean Cb5 (GmCb5) isoforms were aligned with known and putative ER targeted Cb5 proteins of Tung and 
Arabidopsis using vector NTI software.  Accession number of soybean Cb5 is provided in Table1.  Accession number of Arabidopsis Cb5: AtCb5-A 
(At5g53560), AtCb5-B (At5g48810), AtCb5-C (At2g46650) and AtCb5-E (At2g32720).  Accession number of Tung Cb5: TungCb5-A (AY578727), 
TungCb5-B (AY578728) and TungCb5-C (AY578729). The depiction of transmembrane domain (TMD) is based on an earlier report [18]. 
 
 
 


