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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 ,B-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 03-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: RALBGt-T.FIG
GAAT T CATCAAGG TGTGAT G T TGAT TATAC C T TCG TGAAGT TTGTGAAGAAGC CTGCAGGCTCGAAGCCAGGT ATGGTGATAT T CAC ACAT AAT TATACG 100
ATAACCGTAAAGCCTGACGAAGAAACAGTAC TGGGACTGATGCACAAAAtCTGAAT CCCTG TGACGTTr TCTT TGT CAAT TGACC TGACTGTGATACGGAG 200
GTAAGATATGATAAAG CT T GA T TGGAACGAATAT C TCGAAAAGGCAGCAGAGGTAAACGC TGAGGGCGCAG TGC TGC T T GTGAACAACGGCGTCC TG C CG 300

M I K L D W N E Y L E K A A E V N A E G A V L L V N N G V L P
C TGGATAAAAATGCCGT TACGCAGGT TTTCGGACG TATACAGCTGGATTAT TATAAAAGCGGTACGGGCTCTGGCGGAATGGTGAATGTTGCAAAGGTCA 400
LDK NAV TQ V F G R I Q LD Y Y K SG TG SGGM V N VA K VT
CGGGAAT AACCGATGGCC TTATAGAAGCAGG TGCAAAAC TCAATGAGGATGTGC TGAAGGC TTACAAGGACTA TGT TGC TGAACATC CC TACGATTACGG 500

G IT DG LI E AG AKLN ED V LK A Y K DY VA E HP Y DY G
CGAGGGC TGGGGCGGCGAGCC C TGGTG TCAGGAGGAGATGCC TC TTGATGACAGCC TTG TAAAAAGGGCGGC TGAGAGTTC CGA TACAG CGATAT GTAT T 600
EGWGG E PWCQE EMP L DDSLV K RAA ES S DTA I C I

ATAGGACGCAC CGCAGGCGAGGAAC AGGACAACAGCTGCAAGGCAGG TT CTTA TC TGC TGACAGACGGTGAAAAGGCTAT TCTGCGCAAGGTAAGGGA TA 7 00
I G R TAG E EQ ON SC K AG S Y LLT DG E K A L R K V RDN
ATT TCAGCAAAATGGTGATAC TGCTCAATGTGGGCAATATAATCGACATGGGCTT TATCGACGAATTCTCAC CCGATGCTGTAATGTATGTATGGCAGGG 800

F S K MVIII N V G N IIDMG F ID E F S P DA V MY V WQG
TGGTATGACAGGCGGT ACAGGCAC TGCAAGGG TGC TGC TGGG TGAGGTATC T CCC TGCGGCAAGC TG CCCGATAC TATCGCT T ATGATA TCACAGAC TAT 900
GMTGGTGTAR VTGERV SPCGP K DT I AY D I TDY

CCC TC TGACAAAAAT TTCCACAACAGGGATGTGGATATCTATGCTGAAGATATCT TCGTGGGATACAGATACT TTGATACCTTTGCAAAGGACAGGGTAA 1000
P S 0 K N F H N R D V D I Y A E 0 I f V G Y R Y F D T F A K D R V R
GATT CC CC T TCGGA TACGGAC TTAG C TATACGC AG T TTGAGATAAG TGC CGAGGG CAGAAAGAC TGATGACGG TGTTGT CATAAC TGCTAAAG TGAAGAA 1 100

F P F G Y G LS Y TQ F E ISA E G R K TO D G V V IT A K V K N
TATCGGCAGTGCGGCAGGCAAGGAAGTCGTGCAGGTATACCTTGAAGCGCCCAACTGTAAGCTTGGCAAGGCTGCGCGTGTGCTTTGCGGATTTGAAAAG 1200

I G SAA G K E V V Q VYLE A P NC K L G KAAR V LC G FE K
ACAAAGG TAC TTGCACCGAATGAAGAACAGACGCTGACGATAGAAGTCACC GAGCG TGATATAGC TTCC TACGATGACAGCGG CAT TACAGGAAAT GC CT 1 300
T KV LAP NE EQT LT IEV TE RD I ASY OOSG I TGN AF
T CGCATGGGTAGAGGAAGCAGGAGAGTACACAT TCTATGCAGGCAGTGATGTGCGCAGTGCAAAGGAATGCTTTGCT TTCACACTGGATTCTACCAAGGT 1 400

A WV E E AGE YT F Y AG SD V R SAKE CF A F T OS T K V
CATCGAACAGCT TGAACAGGCACTrGGCACCTGTTACGCCTTTCAAGAGGATGGTTCGCACCGCAGAGGGTCTTTCCTATGAGGATACCCCTC TTTCAAAG 1 500

I E LQ E QA IA P VT P F K RM V R TA E G LS YE 0 T PLSK
G TTGACGAAGC TGCACGCAGACTTGGATATC TGCC TGCGGAAACAGCATATACAGGTGATAAGGGTATAGCCC TTTCCGATGTGGCCCATGGTAAGAACA 1 600
V D E AA R RLG YLP A ETA YT GD KG IA LSO V A HG K NT
CCCTTGATGAGTTCATAGCACAGCTTGATGACAATGACCTTAACTGCCTTGTGCGCGGCGAGGGTATGTGTTCTCCAAAGGTCACTCCCGGTACGGCTGC 1 700

L D E F I A Q L D 0 ND L N C L V R G E G M C S P K V T P G T A A
GGCAT TCGGAGGTGT GGCTAAGCACC TGGAAGAAC TTGGCATACC TGCAGGGTGCTGTTCGGACGGTCC TTCGGGAATGCGTCTTGATG TAGGTACAAAG 1800
A F G G V A K H L E E L G I P A G C C D0 G P S G M R L D V G T K

GCAT T CAGCC TGCCTAACGGTACAC TCATCGCGGCAACAT TCAACAAGTCTC TTATCACCGAGCTTTTCACATATC TCGGAT TGGAGATGCGGGCAAATA 1900
A F S L P N G T L I A A T F N K S L I T E L F T YL G 1 E M R A N K
AAGTGGATTGTCTGCTGGGACCCGGTATGAATATCCACCGCCACCCCCTCAACGGCAGAAATTTCGAGTACTTTTCTGAAGACCCC1 TCCTGACGGGTAC 2000

V D C L I G P G M N I 11 R H P L N G R N F E Y F S E D P F L T G T
AATGGC TGCGGCAGAACTTGAAGG TCTGCACAGCGTGGGCG1'TGAGGGTACTATAAAACATTTCTGCGCCAACAATCAGGAGACCAACAGACATT TCAT C 2100
M A A A E L E G L H S V G V E G T I K H F C A N N Q E T N R H F I

GAC TCCGTAGCAAG TGAGAGAGCGC TCCG TGAGATATACCTCAAAGGATTCGAGATAGC TGTACGAAAGAGCAAGGCACGTTC TG TTATGACGACC TACG 2200
D S V A S E R A L R E I Y I. K G F E I A V R K S K A R S V M T T Y G
GTAAGGTAAACGGTC TC TGGACAGCAGGCAGC TTTGACC TTAATACTATGATAC TCCGCAAGCAGTGGGGC TTTGACGGC TTTACCATGACTGAC TGGTG 2 300

K V N G LW TAGS F DLNT M ILRK QWG FO G F TM TDW W
GGCAAATATCAATGACCGCGGCTGTGCTCCTGACAAGAACAAT TTrTGCGGC TATGGTACG TGCGCAGAATGATGTT TATATGGTATGCGCAGACGGTGAA 2 400
AN IN ORG CAP DK N N F AAMV RAQ N D VY MV CADGE
AGCGGCAGTGACAATGTTATAGCGGCACTGGCAGACGGCAGACT TACCCGCGCAGAACTTCAGAGGTCTGCAAGGAACATAC TCTCATTTATGATGAGCA 2500
S G 5 0 N V I A A L A 0 G R L T R A E L Q R S A RN II S F M M S T
C TCATGC TATGGCAAGAAAGC T TGGCGAGGACGAGGCTGTTGAAGTTATCAACAAGCC TGCCGAGACCGTTGATGACGGCGAGGGCGACAGAGTGTTCCT 2600

11 A M A R K L G E 0 E A V E V I N K P A E T V D D G E G D R V F L
GCTGGACGGCGACC TGAC CATAGATATGAGTGGTGTTAAGACCGAGAGAAATCTCGATTACAG CT TCACTG TAGATGTGGCACAGTTCGGTCAGTACCGC 2 700
LO G 0D T I DMS G V K TERN LD Y SF TV DV AQ F GQ Y R

ATGGAAATGACAGCAAGCT CCACACAGAGCGAGCT TGCACAGATGCCCG TGACCGTAT TCAGCATGGGTAC TGCATGGGGCACATTCACATGGAACGGCA 2800
MEM TA SS T Q SE L AQM P V TV F SMG T AW G T FT W N G T
CAGGCGGAAAACCCGTGACCT TCGCCGTGGAAGAAATGCCCATGTTCTCCCGGTATAC TATATTCAGGCTTCACTTCGGTC TGGGCGGACTTGATATGGA 2900
G G K P V T F A VE E M P M F S R V T I F RIL H F GIL IG VL MUD

TAAGATAGTATTCAAAAAGATAAGACCCGCCGAGGCACAGGTCTGTCGGTTGAGGATATCTGAGAGATGGCTTCAAACGCAGACGTACTTCTGGCTGAAA 3000
K I V F K K I R P A E A Q V C R L R I S E R W L Q T Q T Y f Wi L K

GCGAACT T TCAAAGTAAAAAGC TGCTTCGAGGACGCCGTGCTTATCGATAAAAGAACGGGCAGAACTTTTCCCGTATGCGATATGTACGCGACCCGAGGG 33100
A N F Q S K K L L R G R R A Y R *
CGCACTGATAAGCAAAGACGAAAGCTTATCGATGATAAGCTGTCAAACATGAGAATTC 3158


