Corrections

AGRICULTURAL SCIENCES. For the article “Genetic analysis of
traditional and evolved Basmati and non-Basmati rice varieties
by using fluorescence-based ISSR-PCR and SSR markers,” by
J. Nagaraju, M. Kathirvel, R. Ramesh Kumar, E. A. Siddiq, and
Seyed E. Hasnain, which appeared in number 9, April 30, 2002,
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of Proc. Natl. Acad. Sci. USA (99, 5836-5841; First Published
April 16, 2002; 10.1073 /pnas.042099099), Fig. 3 appeared in-
correctly. The label Karnal in a and b should read Super. The
corrected figure and its legend appear below.
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Dendrograms derived from an unweighted pair group method analysis (UPGMA) cluster analysis by using Nei and Li Coefficients based on (a) ISSR

markers and (b) SSR markers. Numbers on the nodes indicate the number of times a particular branch was recorded per 100 bootstrap replications after 1,000

replications.

www.pnas.org/cgi/doi/10.1073/pnas.212463799

PHYSIOLOGY. For the article “Aquaporin 1 regulates GTP-induced
rapid gating of water in secretory vesicles,” by Sang-Joon Cho,
A. K. M. Abdus Sattar, Eun-Hwan Jeong, Mylan Satchi, Jin Ah
Cho, Sudhansu Dash, Mary Sue Mayes, Marvin H. Stromer, and
Bhanu P. Jena, which appeared in number 7, April 2, 2002, of
Proc. Natl. Acad. Sci. USA (99, 4720—4724; First Published March
26, 2002; 10.1073 /pnas.072083499), the authors note the follow-
ing corrections to the reference numbers cited in the text. On p.
4720, in column 1, line 24 from bottom, refs. 7-15 should be 22;
in line 22 from bottom, ref. 3 should be 22; in line 19 from bottom,
ref. 16 should be 22; in line 17 from bottom, refs.17-21 should be
18-22; in line 9 from bottom, refs. 8—11 should be 7-13, 16, 17.
On p. 4722, column 2, line 3 from bottom, refs. 9, 10, 12-15, 23
should be 12, 13, 23.

www.pnas.org/cgi/doi/10.1073/pnas.212281299
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BIOCHEMISTRY. For the article “Cracks in the p-can: Fluorescent
proteins from Anemonia sulcata (Anthozoa, Actinaria),” by Jorg
Wiedenmann, Carsten Elke, Klaus-Dieter Spindler, and Werner
Funke, which appeared in number 26, December 19, 2000, of
Proc. Natl. Acad. Sci. USA (97, 14091-14096), the authors note
the following. The proposed truncated form of the B-can is
withdrawn. This correction concerns our work on the GFP
homologs asCP562 and asFP595 from A. sulcata. Another group
cloned a nonfluorescent red protein initially named asFP595
from another color morph of A. sulcata (1) [most likely A. sulcata
var. vulgaris (2)], but changed recently to asCP/asulCP (3). This
protein fluoresces with a minimal quantum yield. The cyclization
mechanism for the chromophore of this protein (4) includes a
cleavage of the peptide backbone and fragmentation of the
protein upon denaturation. The authors reported that the trun-
cation of the recombinant protein we suggested in our paper
does not yield a functional protein.

Repeated sequencing of asCP562 revealed an error suggesting
a shortened open reading frame. The sequence of asCP562 has
been corrected under the published accession no. (AF322222).
The sequence shows a high similarity to the sequence published
by Martynov and coworkers (3) (see Fig. 1 4 and B). Purified
recombinant asCP562 yielded the same fragmentation pattern as
asulCP. These new results indicate that asCP562 and highly
fluorescent asFP595 are formed in the way described for asulCP
(asFP595; ref. 1). For these reasons, the proposed truncated
form of the B-can is not valid.

The corrected sequences were provided by B. Sundin, De-
partment of Biochemistry, University of Washington, and
G. Jach, Max-Planck-Institut fiir Ziichtungsforschung, Koln,
Germany.
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1 50
asFP595 ATGGCTTCCT TTTTARRGAR GACTATGCCC TTTAAGACGAR CCATTGRAGG
asCP562 ATGGCTTCCT TTTTARAGAR GACTATGCCC TTTAAGACGAR CCATTGRAGS

51 100
asFP595 GACGGTTRAT GGCCACTACT TCAAGTGTAC AGGAAAAGGA GAGGGCAACC
asCP562 GACGGTTAAT GGCCACTACT TCAAGTGTAC AGGAAAAGGA GAGGGCARACC

101 150

95  CATTTGAGGG TACGCAGGAA ATGAAGATAG AGGTCATCGA AGGAGGTCCA
asCP562 CATTTGAGGG TACGCAGGAA ATGAAGATAG AGGTCATCGA AGGAGGTCCR
151 200
595 TTGCCATTTG CCTTCCACAT TTTGTCAACG AGTTGTATGT ACGGTAGTAR
asCP562 TTGCCATTTG CCTTCCACAT TTTGTCAACG AGTTGTATGT ACGGTAGTRAR
201 250

asFP595 GACCTTCATC AAGTATGTGT CAGGRATTCC TGACTACTTC AAGCAGTCTT
asCP56Z GACCTTCATC GTACGTGT CAGGRATTCC AGACTACTTC AAGCRGTCTT

251 300
asFF395 TCCCTGAAGE TTTTACTTGE GARAGAACCA CAACCTACGA GGATGGAGGD
asCP562 TCCCTGRAGG TTTTACTTGG GAARAGAACCA CRACCTACGAR GGATGGAGGC

301 350
asFP595 TTTCTTACAG CTCATCAGGR CACARAGCCTA GATGGAGATT GUCTCGTTTA
aaCP562 TTTCTTACAG CTCATCAGGA CACAAGCCTA GATGGAGATT GCCTCGTTTA

351 400
asFP595 CARAGGTCAAG ATTCTTGGTA ATAATTTTCD TGOTGATGGE CCOGTGATGC
asCP562 CAAGGTCAAG ATTCTTGGTA ATAATTTTCC TGCTGATGGC CCCGTGATGC

401 450
asFP595 AGRACAARGC AGGRAGATGG GAGCCAGCCA CCGRGRTAGT TTATGRAGTT
asCP562 AGRACRARAGC AGARRGATGG GAGCCAGCCA CCGRGRTACT TTATGAAGTT

451 500

FP595 GACGGTGTCC TGOGTGGRCA GTCTTTEATG GCCCTTAAGT GCCCTGETGG
asCP562 GACGGTGTCC TGCGTGGACA GTCTTTGATG GCCCTTAAGT GCCCTGGTGE
501 550
2sFP595 TCGTCATCTG ACTTGCCATC TCCATACTAC TTACAGGTCC ARARRACCAG
asCP562 TCGTCATCTG ACTTGCCATC TCCATTCTAC TTACAGGTCC RRARRACCAG
551 600
asFP595 CTAGTGCCTT GAAGATGCCA GGATTTCATT TTGAAGATCA TCGCATUGAG
asCP562 CTAGTGCCTT GAAGATGCCA GGATTTCATT TTGGAGATCA TCGCATCGAG
601 650
2sFP595 ATAATGGAGG ARGTTGAGRA AGGCARGTGC TATAMACAGT ACGARGCAGC
asCP562 ATAATGGAGG AAGTTGAGAA AGGCAAGTGC TATAAACAGT ACGAAGCAGC
651 699
asFP595 AGTGGGCAGG TACTGTGATG CTGCTCCATC CARGCTTGGA CATARCTAR
asCP562 AGTGGCCAGG TACTGTGATG CTGUTCCATC CAAGCTTGGA CATCACTAR
B
1 50
asFP595 MASFLEKTMP FETTIEGTVN GHYFKCTGKG EGNPFEGTQE MEKIEVIEGGP
asCP562 MASFLEKTMP FETTIEGTVN GHYFECTGKG EGNPFEGTQE MEKIEVIEGGP
51 100
asFP595 LPFAFHILST SCMYGSKTFI KYVSGIPDYF KQSFPEGFTW ERTTTYEDGG
asCP562 LPFAFHILST SCMYGSKTFI KYVSGIPDYF KQSFPEGFTW ERTTTYEDGG
101 150
asFP595 FLTRAHQDTSL DGDCLVYKVE ILGNNFPADG PVMQNEAGRW EPATEIVYEV
asCP562 FLTRHQDTSL DGDCLVYKVE ILGNNFPADG PVMQNKAERW EPATEILYEV
151 200
asFP595 DGVLRGQSLM ALKCPGGRHL TCHLHTITYRS KEKPASALEMP GFHFEDHRIE
asCP562 DGVLRGQSLM ALKCPGGRHL TCHLHSTYRS KEPASALKMP GFHFGDHRIE
201 232
asFP595 IMEEVEKGKC YKQYEAAVGR YCDAAPSKLG HN
asCPS62 IMEEVEKGKC YEQYEAAVAR YCDAAPSKLG HH
Fig. 1. (A) Nucleotide sequence alignment of the regions coding for asFP595

(ref. 1) and asCP562. Differing residues are bold and underlined. (B) Amino
acid sequence alignment of asFP595 (ref. 1) and asCP562. Differing residues
are bold and underlined.



