W N * CY KRLWRETGT CGM * NG RR L
G T NATNVYEIKG GV AT CIKTUDETDC

E L MLQTSTRRVWHVKIRTIKTIA

1 TGGAACTAATGCTACAAACGTCTACGAGAAGGGTGTGGCATGTAAAACGGACGAAGATTG

H NV S S KMRT SV G F V CVETIAA
T T Y PAKU CEWPAQWGLCV L K S QP
R I Q Q NANLSGVCVC*NZ RS L
61 CACAACGTATCCAGCAAAATGCGAACCTCAGTGGGGTTTGTGTGTGTTGAAATCGCAGCC

S S LRSV VL SRTIEILUDSGRIKZ QS STI
P AY GRLSYRGLNULTGENNA QS
QP TVGCPTIAD®*T * RAKTTINTR R
121 TCCAGCCTACGGTCGGTTGTCCTATCGCGGATTGAACTTGACGGGCGAAAACAATCAATC

G S S S RNV SVRHAQQWRWNT VL
VALHGMTECLTEFSGTNNGTUDGTIUZPTFY
*L FTECVCSAPTMAMEYRFT
181 GGTAGCTCTTCACGGAATGTGTCTGTTCGGCACCAACAATGGCGATGGAATACCGTTTTA

R AV SNPTTEWMQQLTETYERTLSTCSC
V P[S AT QOQTLTKTCNWNTNATFTRA V|
CRQQSNNTF®NATLIGTITRTTPTFUVTLS
241 CGTGCCGTCAGCAATCCAACAACTGAAATGCAATTGGAATACGAACGCCTTTCGTGCTGT

L G Y R KW S 6 W R L HYDRT * L P K
LL D T G NG A D G G Y I M TERDF P NJ
W I Q EMERMMAVTL *PNUVTSAQT
301 CTTGGATACAGGAAATGGAGCGGATGGCGGTTACATTATGACCGAACGTGACTTCCCAAA

Q E T R Q I S F G Y CD * G S N * I RN
LK K H D K Y R L D T V I K A A I E F G M|
R NTTNTIVWTITIL®* LRI QQLNSTEC
361 CAAGAAACACGACAAATATCGTTTGGATACTGTGATTAAGGCAGCAATTGAATTCGGAAT

V R D C * L AR N CRTNUR RSV QT S S
LY VI VD W H G I A G Q I A L Y K L Q A|
T * L L I 6TELIOQDI KIS SLTCTNTFKL
421 GTACGTGATTGTTGATTGGCACGGAATTGCAGGACAAATCGCTCTGTACAAACTTCAAGC

Yy Cc I F FV CVRTILIRNVSAYATLR
|[T AAY F S Y VS ERFGMEFUPHWMIL Y EJ
L HIFRMTCUPNASETCTEFHR RTIT CSTR
481 TACTGCATATTTTTCGTATGTGTCCGAACGCTTCGGAATGTTTCCGCATATGCTCTACGA

D F Q R TV QF DV DTTIPQKL S L D
LT F N E P Y N S T W TP F L KN VY H L T|
L S TNIRTTIRIRGHUHSSKTTIT *
541 GACTTTCAACGAACCGTACAATTCGACGTGGACACCATTCCTCAAAAACTATCACTTGAC

N D Q C NS CF * Q0 K KU RY Y CF A S H
| M I N A I R A F D K KNV I T VS Pp p M|
s F V L L T KK T L LLFURTLP
601 AATGATCAATGCAATTCGTGCTTTTGACAAAAAAAACGTTATTATTGTTTCGCCTCCCAT

G G | P K KR Y P N * K S DY WT CQH

L6 D Y P R ND T P I FE S P I T G HV N 1|

L6 T T QETTIPAQLI KV RLTLUDMSTS
661 GGGGGACTACCCAAGAAACGATACCCCAATTGAAAGTCCGATTACTGGACATGTCAACAT

R L HOQTF L RRF S QVEFATIQS S
LAY T K H F Y A A S H KL NS QY NP Q)
L TPNTISTZPLLTS*IRNTTIILTR
721 CGCTTACACCAAACATTTCTACGCCGCTTCTCACAAGTTGAATTCGCAATACAATCCTCA

E VS * C W T S F I CNURTIRNIUHTR RS'Y
LK Y L DA G L P L F V TEY G TTDH TJ
S I LML DF L YL *PNTTEVZPPTITI
781 GAAGTATCTTGATGCTGGACTTCCTTTATTTGTAACCGAATACGGAACCACCGATCATAC

R T NR L RCSGNAKMMVGLL G R E
LG R T G Y D A V E M Q KW W D Y L D A NJ
DEQATMAOQW KT CIKNGGTITWTRT
841 AGGACGAACAGGCTACGATGCAGTGGAAATGCAAAAATGGTGGGATTACTTGGACGCGAA

Q b L L' FOQ L G S * ECRI RTTPHVL
LK I S Y F N W A L E N AlG E Q R H M C s
R S P I SIGLLRMPANNATTCAIL
901 CAAGATCTCCTATTTCAATTGGGCTCTTGAGAATGCCGGCGAACAACGCCACATGTGCTC

CVSE®*NSSTIGHTES SR RTFTETITDTDF
A LVNZKTAVYSDMSTLDSIKTLTTS
R * * T KQQVYRT™*VSTIRNT*R RILTR R
961 TGCGTTAGTGAATAAAACAGCAGTATCGGACATGAGTCTCGATTCGAAATTGACGACTTC

G K I 6 QDTLGQET ST KT QRS ST QLTLSS
G R LV KTHYJKNG GQNNTGVSTC * AR

EDWSRUHTTRTITKTTESVVKILYV

1021 GGGAAGATTGGTCAAGACACACTACAAGAATCAAAACAACGGAGTCAGTTGTTAAGCTCG
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S4 Fig. Hypothetical proteins translated from the partial Abe GH5-1 cDNA sequence. To understand
whether the Abe GHS5-1 protein can be produced without SCP-like domain, we computationally generated
incomplete proteins by excluding a 5’ region of two exons from the GH5 cDNA sequence, which covered the
coding region of signal peptide and SCP-like domain. Using the website tool EMBOSS sixpack [1], the
incomplete DNA sequence was translated into protein sequences with different open reading frames. Signal
peptides and pfam domains of the proteins were detected using SignalP (v4.1 [2]) and pfam_scan.pl (version
1.5 [3]). Our data show that no single protein containing both signal peptide and GH5 domain can be translated

from our Abe GH5-1 cDNA sequence once the 5’ region was not available.
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