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Vol. 12, no. 3, p. 1205, legend to Fig. 5, lines 9 and 10: The sequence of the X oligonucleotide should read
"CCATGCGACAAAGGCAGAAATGCACATT'TCACCCAGAGAGAAGGGATTGATGTCAG."
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Vol. 12, no. 5, p. 2128, Fig. 3A: Figure 3A was erroneously printed backwards and should appear as shown on the following
page; the legend should appear as shown below.

FIG. 3. Structure of the XA gene. (A) Nucleotide sequence of the XA gene, extending from the 5' end of the C4B gene to the 3' end of
the P450c21A gene. The sequence is in the sense orientation with respect to XA, and thus the translated amino acid sequences for C4B and
P450c21A arise from the opposite strand of DNA as represented by the inverted amino acid letter code for these two genes. The four boxed
nucleotides at 1982 to 1985 are the junctional duplication boundary (II in Fig. 1); note that this seuqence is antisense to that presented in Fig.
2. The most commonly used XA cap sites are denoted with dots over the corresponding bases; the predominant cap site for the XA gene is
marked by the arrow preceding nucleotide 2232. The single-letter amino acids code is aligned below the first nucleotide of each codon. The
arrowhead following nucleotide 4267 denotes the site of the 121-bp deletion. XA introns are denoted by lowercase letters. The polyadenylation
signal of the P450c21A pseudogene is lightly underlined at bases 6363 to 6368. The polyadenylation signal for XA is boldly underlined in the
last line of sequence; the space 21 bases downstream indicates the poly(A) addition site for the XA gene.

3313



A 1A1: GGGTCTGGTTACCTGGAGACTGAGGAGTGCGAAGTCTCTTTCTGAGCTAAGGGTGAAGTCCACCTTTGGGGAGCAGGGGACATTATTACGAGATGGGTTTCTCAGGAACA
9 1 2 J J A GAG A e2 2 J T 3 a V X q 2 Mq v R JA 2 q 3A J 3

111: CTGATCCTTTCACTACCTGTCCTCGGGGCACATCCTGGAGCTGCACCCCCACCGATAGGGGGACCCCCAGATGAACCACAGAAGGAGAGAACAAGAGCAACCTGGGGAGA
V 2 3 X V V o a s q v a g j g V a v 2 j q V a J H V V 2 q 2a j jj

221: ACAGACAGGATCAGCAGTCAGACTTCGCTCTGACACCTCCACCCCTGCTCTCCCTCACTCCTGAATCGGGTCCCGATGCCAGCCCTGCGCCAATCCAAGCACCCAGCATC
331: CCGCCTCCAGGACCTGGGCTTCTGCAGAGATAAGGTGAAGAAGCTGGATGCCCAGATCAGCCCCCAGAGCAGCCTCATGGCTGGAGGATCCAAGAGAGGTTAGATCCGTC

Al q X g j 2 J T 3 3 2 2 A W I J a w J J Al M C4B
441: TGTCTGTCTGCTACCTTCTGGCCAAGCTAGGCCTCGGGGCAGAGTTGACTCTGGACCTTGCTCCTCCCCCAGCCCQGCTAAGCTGGGAAACCACGTGACAGCCAAGAAGT
551: GCAACTGGCCTCAGGCCCQGAGTTGTGGGGGCACCCCGGACACCTGGGTGTCCATGGGAAACTCTGAATCTTGGCCCAGAAATAACCCTGTCCTTCCCCGTTAACTCCTC
661: TCATTCCAGTGCCTGAGCACCTCCCCCTACCAGGTATATCTGTATCAGGGTATAGGTGCACACAAGCTCATGTATACCTGGGCGTACAAGGGCCCAACATGGCCCQCGAG
771: TACAGGATATTTAAAGGCCCTCACAAAACAATGACAGGCTTCTAAGACACTTGTCTCTTACTTTCATTCCAACACAAATTGAACTATACTAGGCTTTTGCTTTTTTAGGC
881: CCTAACAGAAATTCCGTGGTTTAGGAGATTAGGTACACCCTQCACQCTCCACAGGGAGAATGGCCTGAACGTCAGAGTGAACCCCTGACCCCTTTCCTCTCTGAATGAGG
991: CAAAGCTCAGACTTCACCTCTACCCCTAAACAAGGCACCCAAACACACGTCACAGTAAATAAAGGACATCCAGAAAATATCACAGGCAGAGGTACTTTATTTTGGCAATT

1101: TTAACATGACACGTAGAGAAAAGAACCCTGCCCTCCTTQCACQGCCTCCCCAGAAATCCCACCTTCCTATTTCAAGAQAGAGTAATAACAGCACCATTTTACACGAAAGG
1211: GAACAGCCACAGCCTTGGCACCATTTCTGGTTCCACTTTCCATGGAAGGGCAGAGAAGCATTGCTCAAACCCCACCACTGGGTCAGAAACCAGGCAAACAGCAGCAGTCA
1321: CATCTGACCTTTTGCACACACGAGAGCCCGACACTCATCCTGGCTCCCAAGCCTTCCCAAGGTGACCCTGTCTCAGCQACATCATGCAGCTCTTCTAGTCCCCTCCCGG
1431: CCCQCTCTGAGGAGCTGAGCAATGATGAGCAGAATCTTCATGTCTCTGGCAGGCGGAGGAGGGTTCCTGAAGTGGTAGAGATGCTGTGCAGGAGAAAGACAAGGCTGGAG
1541: CCAGACGCCTAGGCTCAAGCTGTGAGGAGAACTTAGAACTTGGGAAGGGGTGCTCCCGGGTTCCAGAGAAGAATGAGAGCCACTGGCCTTCACTAGGAAACTAAGCATGA
1651: GCTGGGAGGAAATCCCACTTTGGGTCATTGCTCCATAATCTGCCAGAGGCCQGGGAAAGACTQCACQGTCCACTAGCTGGGCCCCAATGAGGTCGTGCACATGGTAGGTG
1761: AGGCCAAGCCGQCACQCGACAGGCACCCGCCGGCCCQGGQGCTCTGATAGGAGCAGCTCCCGGTACTTTGCCTTCCGQCCQTGCCAAGGQCAGCCTGGCGCCCTAGAGG
1871: AGAAGTGGCACAGGAGAGGGGAAAGGTGAATAAGGCCTAGAGGCCTGAGGAGCCQCCAAAAGGTGAGGGGCTGCAGGCTTGAGCTGCAGATGGGATACCTTTAACAAAGT
1981: *-IrGCATTTGGTCTGAAGACAAAGATGACTGCAGGAGTGGGCAGGCCGGAGTGGGGGTGACCTGGCCTGTGCCAGGAAGGAGGAGGAGTCTGCAGCCCTGTGCGGTT
2091: CAACATCCATCAAGGAGTCCAGAGCAGGAGCCAGGCCAGGCGGGAGGGAAAGGCCCTGGGAGGGGCTCTCTAATCTCCCAGCCCCGACTCTGCCCCGTCACTGCCGCTGC

t ~~~~~~~~XA
2201: TCCTCATTACTCGCTGGGGCTGCTGTCGCCT CCGAAGGGTGGCCTTGTCCQGATAGTGGCAAACCTCCCTGCCGTGGQTQAGTCAGGAGCATTTTCTTAAGAGGAA
2309: CATCACTGGAAAACAAAATGAGCGGGGACACAGAAACCAACAGCAGTGGCTGCATTTGTGGTACAGGCTCCTCTTCCAGAGCTCGCTGATGCCCACCTCAGACAGGCCTG
2419: ACCACGGCACGGCTGGTGGGATTTGCCQGTCACCTCAACCAGCCAGTTCCACCCTCAGCTTCTCTCAGAAGGGAGCACCACACTCCTCAAGCTCAGTGAATGTATCCCGG
2529: CATGGGTGGGGCCAGAGCCTGTGATATCTCGAGGTGGGCTCGGCAGGACACCGGGGTGTGGAAGGGGGAAGCGAGCACCTGACTCAGACAGCGCGGGAGCTCGCAGGAGT
2639: CACGAGGCCQCAGCGACTTCATTGTCTGACTGGGCCTGGACCTATAAACTTCCCQCCTCAGCCTTGGGCCAAGCCTGGAAGATAAAAATGGAGCACCCCQTGGCGCCCCT

1: L E D K N G A P H G A P
2749: CACTCAGATTCTCCCCTGGGCTTCTCCCACGCAGCCCCAGAAGAGGACACACCAGCCCCAGAGTTAGCCCCAGAGGCCCCTGAGCCTCCTGAAGAGCCCCGCCTAGGAGT

13: H S D S P L G F S H A A P E E D T P A P E L A P E A P E P P E E P R L G V
2859: GCTGACCGTGACCGACACAACCCCAGACTCCATGCGCCTCTCGTGGAGCGTGGCCCAGGGCCCCTTTGATTCCTTCGTGGTCCAGTATGAGGACACGAACGGGCAGCCCC

S0: L T V T D T T P D S M R L S W S V A Q G P F D S F V V Q Y E D T N G Q P Q
2969: AGGCCTTGCTCGTGGACGGCGACCQGAGCAAGATCCTCATCTCAGGCCTGGAGCCCAGCACCCCCTACAGGTTCCTCCTCTATGGCCTCCQTGAAGGGAAGCGCCTGGGG

87: A L L V D G D Q S K I L I S G L E P S T P Y R F L L Y G L H E G K R L G
3079: CCCCTCTCAGCTGAGGGQCACQCAG gtaccaccaggcgt ctccggcct ctagcctaggactcagaagggagaaacgggggctcagaaggggtggtcgcagggaaagag
123: P L S A E G T T G

3187: cgtgaggcggtaccagggagagaggatggatgggctggatgcgagtggcctttagctctgccccacagga cccccctgtggctgcaagt ccctggttacagatagagaaa
3297: cgggggcagggaggggggt ggaagggacgtgctctgggtca ccaagctggtgt gcttctgt ctccaatccctt ctcccccacccactccgtgcag GGCTGGCTCCTGC
132: L A P A

3405: TGGTCAGACCTCAGAGGAGTCAAGGCCCCGCCTGTCCCAGCTGTCTGTGACTGACGTGACCACCAGTTCACTGAGGCTCAACTGGGAGGCCCCACCGGGGGCCTTCGACT
136: G Q T S E E S R P R L S Q L S V T D V T T S S L R L N W E A P P G A F D S

3515: CCTTCCTGCTCCGCTTTGGGGTTCCATCACCAAGCACTCTGGAGCCGCATCCGCGTCCACTGCTGCAGCGCGAGCTGATGGTGCCGGGGACGCGGCACTCGGCCGTGCTC
173: F L L R F G V P S P S T L E P H P R P L L Q R E L M V P G T R H S A V L

3625: CGGGACCTGCGTTCCGGGACTCTGTACAGCCTGACACTGTATGGGCTGCGAGGACCCCACAAGGCCGACQGCATCCAGGGAACCGCCCGCACCCTCAGCCCAG gtaag
209: R D L R S G T L Y S L T L Y G L R G P H K A D S I Q G T A R T L S P V

3733: gacccacacacact ctgccccaaagtgggggtctttgtacttcacgggggggacctagtgcctcagccagcggtgggggtgggcgagttggtggtgggcctggaggaat c
3843: tgcagagcgactt ccattcctggggactagaggaaaaggggtggtgagcctgtgctggagcagaggcgagggggggact cgcagggaggagcct ccctgcccctgcctgc
3953: gtcattgttccttgacccct ctgcag TTCTGGAGAGCCCCCGTGACCTCCAATTCAGTGAAATCAGGGAGACCTCAGCCAAGGTCAACTGGATGCCCCCACCATCCCG
244: L E S P R D L Q F S E I R E T S A K V N W M P P P S R

4061: GGCGGACAGCTTCAAAGTCTCCTACCAGCTGGCGGACGGAG gtggtgcctttgccatgtgct catcgcctcgcattt cct ctcccccctgcactctgcccaccct cca
271: A D S F K V S Y Q L A D G G

4169: gctgccctggggtt ccctgggtaaccctcgat ccccaacgtttt cag GGGAGCCTCAGAGTGTGCAGGTGGACGGCCGGGCCCGGACCCAGAAACTCCAGIT gtggga
285: E P Q S V Q V D G R A R T Q K L Q

4275: gtcaagaaaatggcatgggtgggagttgagagagaacgaggagggtgaaagggaggtggtggaggct ccgattgcggacgggaggccagtggagt ctggggaggcacgga
4385: gtagagagagccgcggggacccttct gagcccct ccccttcccccag TTCCTGACGGTCCCACACAGTTGCGTGCACTGAACTTGACCGAGGGATTCGCCGTGCTGCA
302: F L T V P H S C V H *

4493: CTGGAAGCCCCCCCAGAATCCTGTGGACACCTATGACGTCCAGGTCACAGCCCCTGGGG gtgagcaggcctgaggcctctggaggggacttgttcagggtggggattg
4601: caggggggaggctggactctggccgaggatggagggggcaggccttgatgcCcct ctctacactcccag CCCCGCCTCTGCAGGCGGAGACCCCQGGCAGCGCGGTGG
4709: ACTACCCCCTGCATGACCTTGTCCTCCQCACCAACTACACCGCCACAGTGCGTGGCCTGCGGGGCCCCAACCTCACTTCCCCAGCCAGCATCACCTTCACCACAG gta
4817: gggtctgtggggtgtgtgggacagggagaggaggtagagggagccaggttgggcct cat ccccat ct cctcttcctgctttccct cctag GGCTAGAGGCCCCTCGGG
4925: ACTTGGAGGCCAAGGAAGTGACCCCCCGCACCGCCCTGCTCACTTGGACTGAGCCCCCAGTCCGGCCCGCAGGCTACCTGCTCAGCTTCCACACCCCTGGTGGACAGACC
5035: CAG gtgccccggcecccactgacccaactcccct ccctgggtgattccaggaggtgctgctctggccctcccggagggt ctccacct ccctctcccctgacsccccctt
5143: gtctgtcccacag GAGATCCTGCTCCCAGGAGGGATCACATCTCACCAGCTCCTTGGCCTCTTTCCCTCCQCCTCCTACAATGCACGGCTCCAGGCCQTGTGGGGCCA
5251: GAGCCTCCTGCCGCCCGTGTCCACCTCTTTCACCACGG gtacctgacgcacgggcccggggccgggggctgggt gggcagccagggcctaaggcttggaaaagga ctg
5359: gcccctgctctcct ctcccag GTGGGCTGCGGATCCCCTTCCCCAGGGACTGCGGGGAGGAGATGCAGAACGGAGCCGGTGCCTCCAGGACCAGCACCATCTTCCTCA
5467: ACGGCAACCGCGAGCGGCCCCTGAACGTGTTTTGCGACATGGAGACTGATGGGGGCGGCTGGCTG gtgggtggcattgggaagcccaggggtctgtgcagggcaaggg
5575: gctgttggccccggagccagaggctgatggtgcccccacttgcttcccag GTGTTCCAGCGCCACATGGATGGACAGACAGACTTCTGGAGGGACTGGGAGGACTATG
5683: CCCQTGGTTTTGGGAACATCTCTGGAGAGTTCTGGCTGG gtcagtgcctcacagggactggggaagtacggatggggatgggggccctgt ggacaccaggaccct gat
5791: gagggcacgtatcccaccecccag GCAATGAGGCCCTGCACAGCCTGACACAGGCAGGTGACTACTCCQTGCGCGTGGACCTGCGGGCTGGGGACGAGGCTGTGTTCGC
5899: CCAGTACGACTCCTTCCACGTAGACTCGGCTGCGGAGTACTACCGCCTCCACTTGGAGGGCTACCACGGCACCGCAG gtaagcagaggctgtgaggctgggagggtga
6007: ggctgggaggggaggcccct catggctcctt cctccaccctgcccag GGGACTCCATGAGCTACCACAGCGGCAGTGTCTTCTCTGCCCGTGATCGGAACCCCAACAG
6115: CTTGCTCATCTCCTGCACTGTCTCCTACCGAGGGGCCTGGTGGTACAGGAACTGCCACTACGCCAACCTCAACGGGCTCTACGGGAGCACAGTGGACCATCAG gtgag
6223: gggtggggaggcggctcagagctggggtggctggggctcggcctgcctaggtttcagccccacagtgt aacaggcaagggactgagtggctgggt gaaatggaacaatca
6333: taccaacctcgcaaagagacstgagattgatttattggstggaaaggaccagctcaggatt aagcctcaatccstctgcggcagagggt caggaagggagctctgcgggga
6443: ggttggttgagtgctgggagccacctccttaaggggaatgggaggagcagatgggacatccggctttgactctctcttgacaacccctttcccag GGAGTGAGCTGGT
6551: ACACTGGAAGGGCTTCGAGTTCTCGGTGCCCTTCACGGAAATGAAGCTGAGACCAAGAAACTTTCGCTCCCCAGCGGGGGGAGGCTGAGCTGCTGCCQCCTCTCTCGC
6661: ACCCC4GTATGACTGCCGAGCTGAGGGGTCGCCCCGAGAGAAGAGCCAGGGTCCTTCACCACCAGCCGCTGGAGGAAGCCTTCTCTGCCAGCGATCTCGCAGCACTGP4 5 0
6771: TGTTTACAGGGGGGAGGGGAGGGGTTCGTACGGGAGCAATAAAGGAGAAACTGAGGTACCCGGC TGGCATCGGTCCTGCCCCATCACTGGTTCTGGCCCGGG

* 0 N o a q c2 1A
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