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B-Glucosidase is an essential component of the cellulose-  pBR 322. The nucleotide sequence of the DNA fragment was
degrading enzyme system of cellulolytic microorganisms. The  determined to be 3158 bp. The largest potential coding sequence
properties of the enzyme have been greatly elucidated using ~ was 2841 bp long (encoding a protein of 947 amino acids).
recombinant DNA technology. A [-glucosidase gene from

Ruminococcus albus has been cloned and its restriction map has

been already determined (1). However, further information

concerning the gene properties is not available. This paper REFERENCE

describes the DNA sequence of the gene encoding S-glucosidase 1. Honda H., Saito,T., Iijima,S. and Kobayashi,T. (1988) Enzyme Microb.
of R. albus which has been cloned and expressed in E. coli using Technol. 10, 559—562.

FILE NAME: RALBGLT.FIG
GAATTCATCAAGGTGTGATGTTGATTATACCTTCGTGAAGTTTGTGAAGAAGCCTGCAGGCTCGAAGCCAGGTATGGTGATATTCACACATAATTATACG 100
ATAACCGTAAAGCCTGACGAAGAAACAGTACTGGGACTGATGCACAAAAGCTGAATCCCTGTGACGTTTCTTTGTCAATTGACCTGACTGTGATACGGAG 200
GTAAGATATGATAAAGCTTGATTGGAACGAATATCTCGAAAAGGCAGCAGAGGTAAACGCTGAGGGCGCAGTGCTGCT1GTGAACAACGGCGTCCTGCCG 300
M D W N Y L € K A A E V N E G AV L L V NDNGV L P
CTGGATAAAAATGCCGTTACGCAGGTTITCGGACGTATACAGCTGGATTATTATAAAAGCGGTACGGGCTCTGGCGGAATGGTGAA1GTTGCAAAGGTCA 400
L K N AV T Q V F G R 1 QL S G G V N V A T
CGGGAATAACCGATGGCCTTATAGAAGCAGGTGCAAAACTCAATGAGGATGTGCTGAAGGCTTACAAGGACTATGTTGCTGAACATCCCTACGATTACGG 500
G I T 0D 6 L I E A G A K L NE DV L K A Y KD v H P G
CGAGGGCTGGgGCgGCGAGCCCTGGTGTCAGGAGGAGATGCCTCTIGATGACAGCCTTGTAAAAAGGGCGGCTGAGAGTTCCGATACAGCGATATGTAT1 600
E G E P W R A A

Q E E 0 S L vV K E S S DT c 1
ATAGGACGCACCGCAGGCGAGGAACAGGACAACAGCTGCAAGGCAGGITCTTATCTGCTGACAGACGGTGAAAAGGCTATTCTGCGCAAGGTAAGGGATA 700
1 6 R T AGE E Q D N S C A Y L L T DG E K A T L R KV D
ATTTCAGCAAAATGGTGkTACTGCTCAATGTGGGCAAIATAATCGACATGGGCTITATCGACGnATTCTCACCCGATGCTGTAATGTATGTAYGGCAGGG 800

F L V G N I I D M F 0 vV M Y V W

S N Q
TgGIATGACAGGCGGTACAhGCACTGCAAGGGTGCTGCTGGGTGAGGTATCTCCCTGCGGCAAGCTGCCCGATACTATCGCTTATGATATCACAGACTAT 900
T G G T G T AR L I A

G E V P C G K P DT 01 T D Y
CCCTCTGACAAAAATTTCCACAACAGGGATGIGGATATCTATGCTGAAGAIATCTTCGTGGGATACAGATACTTTGATACCTTIGCAAAGGACAGGGTAA 10006
4 K N F R D 0 E D I v Y R Y F D T F A K D R
GATTCCCCTTCGGAIACGGACTTAGCIATACGCAGITTGAGATAAGTGCCGAGGGCAGAAAGACTGATGACGGTCTTGTCATAACTGCTAAAGTGAAGAA 1100

F P F G S T Q E I S A E G K T D D G 1 A K V K N
TATCGGCAGTGCGGCAGGCAAGGAAGTCGTGCAGGTATACCTTGAAGCGCCCAACTGIAAGCTTGGCAAGGCTGCGCGTGTGCTTTGCGGATTTGAAAAG 1200
G A G E VvV V Q V Y L E AP C L G K A A R V £ K
ACAAAGGTACTTGCACCGAATGAAGAACAGACGCTGACGATAGAAGTCACCGAGCGTGATATAGCTTCCTACGATGACAGCGGCATTACAGGAAATGCCT 1300
T vV L P N E E Q L T 1 E T E R D A S Y D G G F
TCGCATGGGTAGAGGAAGCAGG&GAGTACACATTCTATGCAGGCAGTGATGTGCGCAGTGCAAAGGAATGCTTTGCTTTCACACTGGATTCTACCAAGGT 1400
AW V EE A G E Y T G S DV R S A K E CF F T T
CATCGAACAGCTIGAACAGGCACTGGCACCTGITACGCCTTTCAAGAGGATGGTTCGCACCGCAGAGGGTCTTTCCYATGAGGATACCCCYCTTTCAAAG 1500
E Q Q A P F K R M V R T E G L E DT P L S K
GTTGACGAAGCTGCACGCAGACTTGGATATCTGCCTGCGGAAACAGCATATACAGGTGATAAGGGTATAGCCCTTTCCGATGTGGCCCATGGTAAGAACA 1600
P A A vV A G K N

D E A G Y L Y T 6 0D K G I
CCCTTGATGAGITCATAGCACAGCYTGATGACAATGACCTTAACTGCCTTGTGCGCGGCGAGGG?ATGTGTTCTCCAAIGGTCACTCCCGGTACGGCTGC 1700
D E Q t D DN DL NZCULV RGTEG S P K V T P G A
GGCATTCGGAGGTGTGGCTAAGCACCTGGAAGAACTTGGCATACCTGCAGGGTGCTGTTCGGACGGTCCTTCGGGAAT&CGTCTTGATGTAGGTACAAAG 1800
A F G G V A K H L E E G G C S DG P S G R L DV G T
GCAITCAGCCTGCCTAACEGTACACTCATCGCGGCAACATTCAACAAGTCTCTTATCACCGAGCTTT?CACATATCTCGGATTGGAGATGCGGGCAAATA 1900
S L T A T F N K L T E F T L M R N
AAGTGGATTGTCTGCTGGGACCCGGTATGAATATCC\CCGCCACCCCCTCAACGGCAGAAATTTCGAGTALTTTTCTGAAGACCCCITCCTGACGGGTAC 2000
v o C L L G P P L G R N E P T 6 T

G M N 1 W H FE F
AATGGCTGCGGCAGAACTTGAAGGTCTGCACAGCGTGGGCGTTGAGGGTACTATAAAACATTTCTGCGCCAACAATCAGGAGACCAACAGACATTTCAIC 2100
M 3 E L H S G G T K H C AN Q E T N R
GACTCCGTAGCAAGTGAGAGAGCGCTCCGTGAGATATACCTCAAAGGATTCGAGATAGCTGTACGAAAGAGCAAGGCACGTTCTGTYATG?CGACCTACE 2200
[ E R A I A R S T ¥

L R E K v R S K A
GTAAGGTAAACGGTCTCTGGACAGCAGGCAGCTTTGACCTTAA7ACTATGATACTCCGCAAGCAGTGGGGCTTTGACGGCTTTACCATGACTGACTGGTG 2300
K vV N G L W T G S DL N T M I R Q G F D G F 7T 0
GGCAAATATCAATGACCGCGGCIGTGCTCCTGACAAGAACAATTTTGCGGCTATGGTACGTGCGCAGAATGATGTTTATATGGTATGCGCAGACGGTGAA 2400
N | D R G C AP D K NNF A M V R AQ NDV Y MV CAD
AGCGGCAGTGACAATGTTkTAGCGGCACTGGCAGACGGCAGACTTACCCGCGCAGAACTTCAGAGGTCTGCAAGGAACAYACTCTCATTTATGATGAGCA 2500
S G NV I A A L 0 G R L T R AE Q R S A R H L S F M M S
CTCATGCTATGGCAAGAAAGCTTGGCGAGGACGAGGCTGTTGAAGTTATCAACAAGCCTGCCGAGACCGTTGATGACGGCGAGGGCGACAGAGTGTTCCT 2600
R K L G E D E A V E V I N K P A E T VvV DDGEG DR
GCTGGACGGCGACCTGACCATAGATATGAGTGGTGTTAAGACCGAGAGAAATCTCGATTACAGCTTCACTGTAGATGTGGCACAGTTCGGTCAGTACCGC 2700
L b6 O L T I D S G Vv T R N L D F T VD V A Q F 6 Q Y R
ATGGAAATGACAGCAAGCTCCACACAGAGCGAGCTTGCACAGATGCCCGTGACCGTATTCAGCATGGGTACTGCATGGGGCACATTCACATGGAACGGCA 2800
T A S S Q S £ L A Q PV T V F S MG T A MWGTFT G T
CAGGCGGAAAACCCGTGACCTTCGCCGTGGAAGAAATGCCCAYGTTCTCCCGGTATACTATAYTCAGGCTTCACTTCGGTCTGGGCGGACTTGATATGGA 2900
G 6 K P V T F A E E M P M F S R Y T I F R L HF G L GG L D MD
TAAGATAGTATTcAAAAAGATAAGACCCGCCGAGGCACAGGTCTGTCGGTTGAGGATATCTGAGAGATGGCTTCAAACGCAGACGTACYTCTGGCTGAAA 3000
K I VvV F K K I R P A E A Q V C R R S E L Q T Q Y
GCGAACTTTCAAAGTAAAAAGCTGCTTCGAGGACGCCGTGCTTATCGATAAAAGAACGGGCAGAACTTTTCCCGTATGCGATATGTACGCGACCCGAGGG 3100
F Q S K K L L R G R R Y R
CGCACFGATAAGCAAAGACGAAAGCTTATCGATGATAAGCTGTCAAACATGAGAATTC 3188



