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Vol. 12, no. 3, p. 1205, legend to Fig. S5, lines 9 and 10: The sequence of the X oligonucleotide should read
“CCATGCGACAAAGGCAGAAATGCACATTTCACCCAGAGAGAAGGGATTGATGTCAG.”
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Vol. 12, no. §, 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 seugence 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.
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1: GGGTCTGGTTACCTGGAGACTGAGGAGTGCGAAGTCTCTTTCTGAGCTAAGGGTGAAGTCCACCTTTGGGGAGCAGGGGACATTATTACGAGATGGGT TTCTCAGGAACA
0 Jd 2 JJ A 1T a4 3 22 I T1Tav iy 9e2 9V uuwsgz29u g9Jd3 1
111: CTGATCCTTTCACTACCTGTCCTCGGGGCACATCCTGGAGCTGCACCCCCACCGATAGGGGGACCCCCAGATGAACCACAGAAGGAGAGAACAAGAGCAACCTGGGGAGA
V2awodo2XAxAVVQODd244gad9VaoOoJdJOEQVdVvVvVedJ9yVvVIJIHVV 2492 1T JIJJJd
221: ACAGACAGGATCAGCAGTCAGACTTCGCTCTGACACCTCCACCCCTGCTCTCCCTCACTCCTGAATCGGGTCCCGATGCCAGCCCTGCGCCAATCCAAGCACCCAGCATC
331: CCGCCTCCAGGACCTGGGCTTCTGCAGAGATAAGGTGAAGAAGCTGGATGCCCAGATCAGCCCCCAGAGCAGCCTCATGGCTGGAGGATCCAAGAGAGGTTAGATCCGTC
£ 9 %1 0 I 2 I T T 112 2 AWIUJIODDWJIUISHAM C4B
441: TGTCTGTCTGCTACCTTCTGGCCAAGCTAGGCCTCGGGGCAGAGTTGACTCTGGACCTTGCTCCTCCCCCAGCCCAGCTAAGCTGGGAAACCACGTGACAGCCAAGAAGT
551: GCAACTGGCCTCAGGCCCAGAGTTGTGGGGGCACCCCGGACACCTGGGTGTCCATGGGAAACTCTGAATCT TGGCCCAGARAATAACCCTGTCCTTCCCCGTTAACTCCTC
661: TCATTCCAGTGCCTGAGCACCTCCCCCTACCAGGTATATCTGTATCAGGGTATAGGTGCACACAAGCTCATGTATACCTGGGCGTACAAGGGCCCAACATGGCCCACGAG
771: TACAGGATATTTAAAGGCCCTCACAAAACAATGACAGGCTTCTAAGACACTTGTCTCTTACTTTCATTCCAACACAAATTGAACTATACTAGGCTTTTGCTTTTTTAGGC
881: CCTAACAGAAATTCCGTGGTTTAGGAGATTAGGTACACCCTCACCACTCCACAGGGAGAATGGCCTGAACGTCAGAGTGAACCCCTGACCCCTTTCCTCTCTGAATGAGG
991: CAAAGCTCAGACTTCACCTCTACCCCTAAACAAGGCACCCAAACACACGTCACAGTAAATAAAGGACATCCAGAAAATATCACAGGCAGAGGTACTTTATTTTGGCAATT
1101: TTAACATGACACGTAGAGAAAAGAACCCTGCCCTCCTTCACCAGCCTCCCCAGAAATCCCACCTTCCTATTTCAAGACAGAGTAATAACAGCACCATTTTACACGAAAGG
1211: GAACAGCCACAGCCTTGGCACCATTTCTGGTTCCACTTTCCATGGAAGGGCAGAGAAGCATTGCTCAAACCCCACCACTGGGTCAGAAACCAGGCAAACAGCAGCAGTCA
1321: CATCTGACCTTTTGCACACACGAGAGCCCGACACTCATCCTGGCTCCCAAGCCTTCCCAAGGTGACCCTGTCTCAGCCACCATCATGCAGCTCTTCTAGTCCCCTCCCGG
1431: CCCACTCTGAGGAGCTGAGCAATGATGAGCAGAATCTTCATGTCTCTGGCAGGCGGAGGAGGGTTCCTGAAGTGGTAGAGATGCTGTGCAGGAGAAAGACAAGGCTGGAG
1541: CCAGACGCCTAGGCTCAAGCTGTGAGGAGAACTTAGAACTTGGGAAGGGGTGCTCCCGGGTTCCAGAGAAGAATGAGAGCCACTGGCCTTCACTAGGAAACTAAGCATGA
1651: GCTGGGAGGAAATCCCACTTTGGGTCATTGCTCCATAATCTGCCAGAGGCCAGGGAAAGACTCACCAGTCCACTAGCTGGGCCCCAATGAGGTCGTGCACATGGTAGGTG
1761: AGGCCAAGCCGCACCACGACAGGCACCCGCCGGCCCAGGAGCTCTGATAGGAGCAGCTCCCGGTACTTTGCCTTCCGGACCATGCCAAGGACAGCCTGGCGCCCTAGAGG
1871: AGAAGTGGCACAGGAGAGGGGAAAGGTGAATAAGGCCTAGAGGCCTGAGGAGCCACCAAAAGGTGAGGGGCTGCAGGCTTGAGCTGCAGATGGGATACCTTTAACAAAGT
1981: @GCATTTGGTCTGAAGACAAAGATGACTGCAGGAGTGGGCAGGCCGGAGTGGGGGIGACCTGGCCTGI‘GCCAGGAAGGAGGAGGAGTCTGCAGCCCTGTGCGGTT
2091: CAACATCCATCAAGGAGTCCAGAGCAGGAGCCAGGCCAGGCGGGAGGGAAAGGCCCTGGGAGGGGCTCTCTAATCTCCCAGCCCCGACTCTGCCCCGTCACTGCCGCTGC
> o o0 XA
2201: TCCTCATTACTCGCTGGGGCTGCTGTCGCCT ' CCCCGAAGGGTGGCCTTGTCCAGATAGTGGCAAACCTCCCTGCCGTGGATGAGTCAGGAGCATTTTCTTAAGAGGAA
2309: CATCACTGGAAAACAAAATGAGCGGGGACACAGAAACCAACAGCAGTGGCTGCATTTGTGGTACAGGCTCCTCTTCCAGAGCTCGCTGATGCCCACCTCAGACAGGCCTG
2419: ACCACGGCACGGCTGGTGGGATTTGCCAGTCACCTCAACCAGCCAGTTCCACCCTCAGCTTCTCTCAGAAGGGAGCACCACACTCCTCAAGCTCAGTGAATGTATCCCGG
2529: CATGGGTGGGGCCAGAGCCTGTGATATCTCGAGGTGGGCTCGGCAGGACACCGGGGTGTGGAAGGGGGAAGCGAGCACCTGACTCAGACAGCGCGGGAGCTCGCAGGAGT
2639: CACGAGGCCACAGCGACTTCATTGTCTGACTGGGCCTGGACCTATAAACTTCCCACCTCAGCCTTGGGCCAAGCCTGGAAGATARAAATGGAGCACCCCATGGCGCCCCT
1: L EDI KNG AZPHTGA AP
2749: CACTCAGATTCTCCCCTGGGCTTCTCCCACGCAGCCCCAGAAGAGGACACACCAGCCCCAGAGTTAGCCCCAGAGGCCCCTGAGCCTCCTGAAGAGCCCCGCCTAGGAGT
13: H s D s P L. GF S HAAUZPETEDTUPA APETLA APTEA AZPTETZPZPETETZ PR RTILGYV
2859: GCTGACCGTGACCGACACAACCCCAGACTCCATGCGCCTCTCGTGGAGCGTGGCCCAGGGCCCCTTTGATTCCTTCGTGGTCCAGTATGAGGACACGAACGGGCAGCCCC
50: L T VvV T D T TP D S M RL S W SV AQGU?PVFD S FVV QY ETDTNGUZ QU&POQ
2969: AGGCCTTGCTCGTGGACGGCGACCAGAGCAAGATCCTCATCTCAGGCCTGGAGCCCAGCACCCCCTACAGGTTCCTCCTCTATGGCCTCCATGAAGGGAAGCGCCTGGGG
87: A L L VD G DIOQ S KIULI S GULEUPSTU®PYRT FILILYSGULUHESGZ KR RTILG
3079: CCCCTCTCAGCTGAGGGCACCACAG gtaccaccaggcgtctccggcectctagectaggactcagaagggagaaacgggggctcagaaggggtggtcgcagggaaagag
123: P L. S A E G T T G
3187: cgtgaggcggtaccagggagagaggatggatgggctggatgegagtggectttagetctgecccacaggaccccectgtggetgecaagt ccctggttacagatagagaaa
3297: cgggggcagggaggggggt ggaagggacgtgctctgggtcaccaagetggtgtgettetgtctccaatcecttctecccccacccactecegtgcag GGCTGGCTCCTGC
132: L AP A
3405: TGGTCAGACCTCAGAGGAGTCAAGGCCCCGCCTGTCCCAGCTGTCTGTGACTGACGTGACCACCAGT TCACTGAGGCTCAACTGGGAGGCCCCACCGGGGGCCTTCGACT
136: G Q T S E E S R P RL S QL s VTDUVTTSSULRILNWWEA ATPUPSGATFTDS
3515: CCTTCCTGCTCCGCTTTGGGGTTCCATCACCAAGCACTCTGGAGCCGCATCCGCGTCCACTGCTGCAGCGCGAGCTGATGGTGCCGGGGACGCGGCACTCGGCCGTGCTC
173: F L L R F GV P S P S TULEUZPUHU PU RUPILILAO QRETLMVZPGTIRUHSA AVTL
3625: CGGGACCTGCGTTCCGGGACTCTGTACAGCCTGACACTGTATGGGCTGCGAGGACCCCACAAGGCCGACAGCATCCAGGGAACCGCCCGCACCCTCAGCCCAG gtaag
209: R D L R S 6 T LY S LTIV LYGULRGTPHI KA ADO STIAOQGTA ARTTULSTZPV
3733: gacccacacacactctgccccaaagtgggggtctttgtacttcacgggggggacctagtgectcageccageggtgggggt gggegagttggtggtgggectggaggaatce
3843: tgcagagcgacttccattcctggggactagaggaaaaggggtggtgagectgtgetggagcagaggegagggggggact cgcagggaggagect ccctgecectgectge
3953: gtcattgttccttgaccecctctgcag TTCTGGAGAGCCCCCGTGACCTCCAATTCAGTGAAATCAGGGAGACCTCAGCCAAGGTCAACTGGATGCCCCCACCATCCCG
244: L E S P RDULGQTF S ETIRETSAI KV VNWMEPUZPUP SR
4061: GGCGGACAGCTTCAAAGTCTCCTACCAGCTGGCGGACGGAG gtggtgcctttgeccatgtgcetcatcegectegeatttectcteececcectgecactetgeccacecteca
2711: A D S F KV S Y QLAUDGG
4169: gctgccctggggttcecctgggtaaccctcegateccccaacgttttcag GGGAGCCTCAGAGTGTGCAGGTGGACGGCCGGGCCCGGACCCAGAAACTCCAG' gtggga
285: E P QS VQVDGRARTUGQI KTILDQ
4275: gtcaagaaaatggcatgggtgggagttgagagagaacgaggagggtgaaagggaggtggtggaggct cecgattgeggacgggaggccagtggagt ctggggaggeacgga
4385: gtagagagagccgcggggacccttctgageccctcecctteccccag TTCCTGACGGTCCCACACAGTTGCGTGCACTGAACTTGACCGAGGGATTCGCCGTGCTGCA
302: F L T VP H S CV H *
4493: CTGGAAGCCCCCCCAGAATCCTGTGGACACCTATGACGTCCAGGTCACAGCCCCTGGGG gtgagcaggcctgaggcctctggaggggacttgttcagggtggggattg
4601: caggggggaggctggactctggccgaggatggagggggcaggecttgatgecectctetacactceccag CCCCGCCTCTGCAGGCGGAGACCCCAGGCAGCGCGGTGG
4709: ACTACCCCCTGCATGACCTTGTCCTCCACACCAACTACACCGCCACAGTGCGTGGCCTGCGGGGCCCCAACCTCACTTCCCCAGCCAGCATCACCTTCACCACAG gta
4817: gggtctgtggggtgtgtgggacagggagaggaggtagagggagecaggttgggectcatcecccatctectettectgetttecctectag GGCTAGAGGCCCCTCGGG
4925: ACTTGGAGGCCAAGGAAGTGACCCCCCGCACCGCCCTGCTCACTTGGACTGAGCCCCCAGTCCGGCCCGCAGGCTACCTGCTCAGCTTCCACACCCCTGGTGGACAGACC
5035: CAG gtgccccggccccactgacccaactcceectcectgggtgattccaggaggtgetgetctggecct cccggagggtctccaccteectctcecectgacceecectt
5143: gtctgtcccacag GAGATCCTGCTCCCAGGAGGGATCACATCTCACCAGCTCCTTGGCCTCTTTCCCTCCACCTCCTACAATGCACGGCTCCAGGCCATGTGGGGCCA
5251: GAGCCTCCTGCCGCCCGTGTCCACCTCTTTCACCACGG gtacctgacgcacgggcccggggecgggggctgggtgggcagecagggectaaggcettggaaaaggactg
5359: gcccctgetctectcteccag  GTGGGCTGCGGATCCCCTTCCCCAGGGACTGCGGGGAGGAGATGCAGAACGGAGCCGGTGCCTCCAGGACCAGCACCATCTTCCTCA
5467: ACGGCAACCGCGAGCGGCCCCTGAACGTGTTTTGCGACATGGAGACTGATGGGGGCGGCTGGCTG gtgggtggcattgggaagcccaggggt ctgtgcagggcaaggg
5575: gctgttggccccggagccagaggetgatggtgeccecacttgetteccag GTGTTCCAGCGCCACATGGATGGACAGACAGACTTCTGGAGGGACTGGGAGGACTATG
5683: CCCATGGTTTTGGGAACATCTCTGGAGAGTTCTGGCTGG gtcagtgcctcacagggactggggaagtacggatggggatgggggeectgtggacaccaggacectgat
5791: gagggcacgtatcccacccccag GCAATGAGGCCCTGCACAGCCTGACACAGGCAGGTGACTACTCCATGCGCGTGGACCTGCGGGCTGGGGACGAGGCTGTGTTCGC
5899: CCAGTACGACTCCTTCCACGTAGACTCGGCTGCGGAGTACTACCGCCTCCACTTGGAGGGCTACCACGGCACCGCAG gtaagcagaggctgtgaggctgggagggtga
6007: ggctgggaggggaggcccctcatggctecttectccacectgecccag GGGACTCCATGAGCTACCACAGCGGCAGTGTCTTCTCTGCCCGTGATCGGAACCCCAACAG
6115: CTTGCTCATCTCCTGCACTGTCTCCTACCGAGGGGCCTGGTGGTACAGGAACTGCCACTACGCCAACCTCAACGGGCTCTACGGGAGCACAGTGGACCATCAG gtgag
6223: gggtggggaggcggct cagagetggggtggetggggetcggectgectaggtttcagecccacagtgtaacaggcaagggactgagtggctgggtgaaatggaacaatea
6333: tgccagcctcgcagagggagctggagttgatttattggctggaaaggaccagetcaggattaagect caat cctctgeggcagagggt caggaagggagetctgegggga
6443: ggttggttgagtgctgggagccacctccttaaggggaatgggaggagcagatgggacatccggetttgactetctettgacaaccectttcccag GGAGTGAGCTGGT
6551: ACCACTGGAAGGGCTTCGAGTTCTCGGTGCCCTTCACGGAAATGAAGCTGAGACCAAGAARACTTTCGCTCCCCAGCGGGGGGAGGCTGAGCTGCTGCCCACCTCTCTCGC
6661: ACCCCAGTATGACTGCCGAGCACTGAGGGGTCGCCCCGAGAGAAGAGCCAGGGTCCTTCACCACCCAGCCGCTGGAGGAAGCCTTCTCTGCCAGCGATCTCGCAGCACTG: P 4 5 0

6771: TGTTTACAGGGGGGAGGGGAGGGGTTCGTACGGGAGCAATAAAGGAGAAACTGAGGTACCCGGC TGGCATCGGTCCTGCCCCATCACTGGTTCTGGCCCGGG
) _— * 0 U 0 9 9 c21A
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