Figure S1. Deduced amino acid sequence alignment of Cb5 proteins
1 80
AtCb5 - A (1) - V5 SDRKV/L SFEE VSKHNKTKDCWLII S GKVY DVTP F MDDHPGGDEVLLS STGKDATNDFEDVGHSDTARDMMDKY FINGE
TungCb5 - A (1) - MAS DPKIFHKFE BVKVHNKI KDCWLII S GKVY DVTP F MEDHPGGDEVLLSS TGKDATNDFEDVGHSDSARDMMEKYYIIGE
GmCb5 A1 (1) - MAS DRKEHTFEE VAKHNG@TKDCWLII S GKVY DVTP F MEDHPGGDEVLLS AT GKDATNDFEDVGHS DSARDMMEKY YN GE
GmCb5 A2 (1) - MAS DRKIEEHTFE EVAKHDQT KDCWLII S GKVY DVTP F MEDHPGGDEVLLS AT GKDATNDFEDVGHS DSARDMMEKY YN GE
AtCb5 - B (1) - MGGDGKVFT LS EVSQHSS AKDCWIVAI DGKVY DVTKF LDDHPGGDE VLTS TGKDAT DDFEDVGHS S TAKAMEDE YYV GD
TungCb5 - B (1) - MGGDKKVFT L AQVSQHNNPKDCWLII - GGKVY DVTKF LDDHPGGDEVLLS AT GKDAT DDFEDVGHSL S AREIMVDQYYV GE
AtCb5 - E (1) - MGDEAKITFT LS EVSE HNQAHDCWIVEI NGKVY NVT KF LEDHPGGDBVLLSS TGKDATDDFEDVGHSES AREMMEYYV GE
GmCb5 E1 (1) MGQGE RNKVFS|L AEVSQHNNAKDCWEVI HGKVY NVT KF LEDHPGGDEVLLSS TGKDATNDFEDIGHSTS AVAMNDE EYV.GD
GmCb5 E2 (1) MGGE RNKVFT L AEVSQHNNAKDCWLMI HGKVY NVTKF LEDHPGGDEVLLSS TGKDATNDFEDEGHSTS AVAMNDE EYVGD
TungCb5 - C (1) MG S- GKVFT L AEVSIEHNNPKDCWLVI EGKVYDVTKFLEDHPGGDEVLLS ATGKDATDDFEDVGHSSS ARAMNDE FYV GE
AtCb5 - C (1) —-  MANE! SFHBVAKHKCKNDCWIERI HGKVY DISHT F MDEHPGGDNVLL AVTGKDAS|I DFEDVNHS KDAKEEINKKY CIGD
GmCb5 C1 (1) - MGSKTKTFTFEE VAKHNHRKDCWEI VKGKVYDVTP FLDDHPGGDEVLVTATEKDATTDFEDFGHSDSATEMMEKYFVGE
GmCb5 C2 (1) - MGSKT KTFTFEE VAKHNHRKDCWEI ¥KGKVY DVTP FLDDHPGGDEVLVTAT EKDATTDFEDFGHSDSATQMMEKYEVGE
GmCb5 C3 (1) - MASNPKTL TFEE VAKHNNKKDCWEII NGKVYDIFTP FLDEHPGGDEVLL TSTGKDAT| DFEDVGHSDSAI EMMEKYFINGK
GmCb5 C4 (1) —MASNPKPL TFEE VANHNNKKDCWEII NGKVY DITP F LDEHPGGDEVLVES T GKDATI DFEDVGHSDSAI EMMEKYEVGK
81 IMD 147
AtCb5 - A (80) | DSSSVIPATRE-— YVAPQQ- PAYNQDKTPEFWIKI LQFLVPILIL GLALVVRAYTKK D
TungCb5 - A (80) | DSSTVMPANRE-— HIPPK-— QVYNQDKSSEF FIKI LQFLVPLL IL GLAFAVRHFTKK E -
GmCb5 A1 (80) | DASTMPLKRE-— YEPPQQ- AQYNPDKTPEFWVIKI LQFLVPLLIL GLAFVMRHYTKK E -
GmCb5 A2 (80) | DSSTVPLKRT-— YIPPPQQ- AQYNPDKTPEFVIKI LQFLVPLLIL GLAFVMRHYTKK E-----
AtCb5 - B (80) | DTATVPVKAK-— EVIPPTSTKAVA TQDKSSDFVIK L QFLV PLL IL GLAFGERYYTK TKAPSS --
TungCb5 - B (80) | DPSTVPKKAT--- YKPPK-- QPHYNQDKTSEF FIK ELQFLV PFAIL GLAFGIFRLYTK ST -------
AtCb5 - E (80) | DPFTHPKKVK-—- YTPPK-- QPHYNQDKTSEF INIK LL QFLV PLAIL GLAVGER! YTK S G-
GmCb5 E1 (81) | DTSTHPSKVK-—- YTPPK-- QPHYNQDKVPEF INI Rl L QFLV PLFIL GLAVGERFYTK ST -
GmCb5 E2 (81) | DTSTHPSKVK-—- YTPPK-- QPHYNQDKTPEF I'l Rl L QFLV PLFIL GLAVGIRFYTK ST -
TungCb5 - C (80) YTPPK-- QPHYNQDKTMEFFIK FLQFVVPLLIL GLAVGERFYTK S AEA-----
AtCb5 - C (77) — YPBPPWEKESTAAETTKE ESGKKEL| MLIPLL IL GUAFAERF YNNK--------
GmCb5 C1 (80) $SS MRPPTQAP- VYNNQBSGFVAVKI L QYIVPLL IL AF AFGEQYYGKKSK -— SEN
GmCb5 C2 (80) NNSVRQPTQAPPAY NNQBS GFVAVZKIVL QYIRVPLL I AF AFGHQYYGKKNKSTESEN
GmCb5 C3 (80) - HSEPQPTQTH- GAGNQES GFVAVKI L QFLEPLL IL GEAFAEQYYGOKKHASTS -
GmCb5 C4 (80) - HSEPQPTQAG- GAGNQBS GFWVKI L QFLEPFLIL GLAFALQY.YGKKKHASTS --

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 Tablel. Accession number of Arabidopsis Cb5: AtCb5-A
(At5g53560), AtCb5-B (At5g48810), AtCb5-C (At2g46650) and AtCbS-E (At2g32720). Accession number of Tung Cb5: TungCb5-A (AY578727),
TungCb5-B (AY578728) and TungCb5-C (AYS578729). The depiction of transmembrane domain (TMD) is based on an earlier report [18].



