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Figure legend 

Figure S1. Sequence alignment of TrXyl3A and PcBxl3 

The amino acid sequences of TrXyl3A and PcBxl3 were aligned by Clustal W (42). The upper sequence 

is TrXyl3A and the lower is PcBxl3. 



 

Figure S1 

PcBxl3 1 ---------------------------AFPDCANGPLKSNLVCNASADPVSRAKALVDAL
TrXyl3A 1 QNNQTYANYSAQGQPDLYPETLATLTLSFPDCEHGPLKNNLVCDSSAGYVERAQALISLF

34 TLEELVNNTVNASPGVPRVGLPPYNWWSEALHGVARSPGTNFSTVPGSPFSSATSFPQPI
61 TLEELILNTQNSGPGVPRLGLPNYQVWNEALHGLDRAN----FATKGGQFEWATSFPMPI

94 ILGATFDDDLIHSIATVISTEARAFNNAGRAGLDFFTPNINPFKDPRWGRGQETPGEDPY
117 LTTAALNRTLIHQIADIISTQARAFSNSGRYGLDVYAPNVNGFRSPLWGRGQETPGEDAF

154 HIA-QYVYQLITGLQGGLSPDPYYKVVADCKHFAGYDLEDWHGNNRMAFNAVISTQDLAE
177 FLSSAYTYEYITGIQGGVDP-EHLKVAATVKHFAGYDLENWNNQSRLGFDAIITQQDLSE

213 FYTPSFQSCVRDAHVGSVMCSYNAVNGVPSCASPYLLQDLIRDHFGLGDG-WITSDCDAV
236 YYTPQFLAAARYAKSRSLMCAYNSVNGVPSCANSFFLQTLLRESWGFPEWGYVSSDCDAV

272 DNVFDPHNYTSTLVNASAVSLKAGTDVDCGTTYSQTLVDAVNQKLVTEDDVKTSMVRLYS
296 YNVFNPHDYASNQSSAAASSLRAGTDIDCGQTYPWHLNESFVAGEVSRGEIERSVTRLYA

332 SLVRLGYFDSPENQPWRQLGWADVNTPSAQALALTAAEEGVVLLKNDGTLPLSRRIKHIA
356 NLVRLGYFD--KKNQYRSLGWKDVVKTDAWNISYEAAVEGIVLLKNDGTLPLSKKVRSIA

392 VVGPWANATTQMQGNYQGIAPFLISPLQALQDAGFHVSFANGTAINSTDTSGFASALMAA
414 LIGPWANATTQMQGNYYGPAPYLISPLEAAKKAGYHVNFELGTEIAGNSTTGFAKAIAAA

452 KAADAIVFAGGIDETIESEGHDRDSIEWPGNQLDLIEQLAALRKPLIVLQMGGGQVDSSS
474 KKSDAIIYLGGIDNTIEQEGADRTDIAWPGNQLDLIKQLSEVGKPLVVLQMGGGQVDSSS

512 LKASKAVNALLWGGYPGQSGGTAIVNILTGKTAPSGRLPITQYPAAYVDAIPMTDMALRP
534 LKSNKKVNSLVWGGYPGQSGGVALFDILSGKRAPAGRLVTTQYPAEYVHQFPQNDMNLRP

572 SS-SSPGRTYKWYTGTPVFDFGFGLHYTSFKLSWAASPPSRFDISSLVAGAKHAGVAFTD
594 DGKSNPGQTYIWYTGKPVYEFGSGLFYTTFKETLASHPKSLKFNTSSILSAPHPGYTYSE

631 LAPLFTFHVAVKNSGKVTSDYVALLFAHTT-VGPSPAPQQELVAYTRVKGITPGRTATAA
654 QIPVFTFEANIKNSGKTESPYTAMLFVRTSNAGPAPYPNKWLVGFDRLADIKPGHSSKLS

690 LSVTLGSIARVDESGVRSLYPGKYSVWVDTTREIMHTFELTGKTTQILGWPQPR------
714 IPIPVSALARVDSHGNRIVYPGKYELALNTDESVKLEFELVGEEVTIENWPLEEQQIKDA

----
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