Average Growth Rate (day'l) of Different Prochlorococcus Strains as a Function of Temperature
HL or LL Clade Identification is Based on rDNA ITS Sequences®
MED4ax" MIT9515" MIT9215" MIT9312" MIT9321 AS9601* NATL2A* MIT9313
Temperature (°C) HL (1) HL(1) HL(I1) HL(I1) HL(I1) HL(I1) LL(1) LL(IV)
11§ 0.09 + 0.02 | 0.10 + 0.03 — — — — — —
13§ 0.20 + 0.01 | 0.19 + 0.01 — — — — 0.00 + 0.00 —
144 0.24 + 0.04 | 0.21 + 0.03 — — — — 0.18 + 0.01 —
150 0.23 + 0.03 | 0.24 + 0.02 | 0.00 + 0.00 | 0.00 + 0.00 — — — —
17§ 0.30 £+ 0.02 — 0.16 £+ 0.03 | 0.28 + 0.06 — — 0.27 + 0.01 —
18§ 0.30 + 0.03 | 0.27 + 0.03 ]| 0.17 + 0.03 [ 0.29 + 0.06 — 0.00 + 0.00 — —
19' 032 + 0.07)] 033 £+ 005|022 £+ 0.02] 0.32 + 0.02 — 025 £+ 0.02| 0.31 + 0.03 -
21 — — — 0.36 + 0.12 — 0.30 + 0.03 — —
22§ 0.37 £ 0.02 — 036 £+ 0.03 ]| 049 + 0.01 — — 043 + 0.01] 037 = 0.05
23] 0.40 + 0.02 — 040 + 0.02 | 054 + 0.02 — — 047 + 0.02 ]| 0.39 + 0.05
244 039 £+ 002 | 0.46 + 003|044 + 0.02 ] 058 =+ 0.03 - - 048 + 0.01 ] 0.43 + 0.02
250 0.40 + 001 | 047 + 0.01 | 050 + 0.01 | 0.62 + 0.03 — — 047 + 0.03 ]| 044 + 0.02
26§ 0.38 + 0.01| 043 + 003|043 + 0.01] 058 =+ 0.03 — — 042 + 0.02 ] 045 = 0.04
274 0.34 + 0.02 — 047 £+ 0.03 | 061 + 0.01 — — 0.36 + 0.01 | 047 + 0.04
284 0.00 + 0.02 | 0.28 + 0.04 [ 0.43 + 0.01 ] 0.47 + 0.08 | 0.47 + 0.47 — 0.00 * 0.38 + 0.04
29' — 0.00 * 043 + 001|033 + 0.04| 044 + 0.44 ] 043 + 0.02 — 0.00 + 0.05
30' - — 045 + 0.01] 0.00 037 + 037 ] 042 = 0.04 - -
31 — — 043 + 0.01 — — 0.39 + 0.01 — —
33] — — 0.00 — 0.00 + 0.00 | 0.00 * — —

= Highest Observed Growth Rate

— No data available

Average g rowth rates (day™) of Prochlorococcus strains and associated clades at different temperatures. All replicate cell cultures were grown in a
14:10 light:dark cycle at 66 1 umol Q m?s™ Datafor MED4ax, MIT 91515, MIT9215, and MIT9312, denoted with , from Johnson et al. 2006; data for
MIT9321, ASS9601, NATL2A, and MIT9313, denoted with ¥, from Zinser et al. 2007. Prochlorococcus clades are defined by the evolutionary relationships

determined from the 16S-23S rDNA spacer, also called the internal transcribed spacer (ITS) sequence

References

§

$ Urbach, E., Scanlan, D. J., Distel, D. L., Waterbury, J. B., and S. W Chisholm. 1998. Rapid Diversification of Marine Picophytoplankton with Dissimilar Light-
Harvesting Structures Inferred from Sequences of Prochlorococcus and Synechococcus (Cyanobacteria). J mol Evol 46:; 188-201.

8 Rocap, G., Moore, L. R., and S. W. Chisholm. 1999. Molecular phylogeny of Prochlorococcus ecotypes. Bulletin de I'Institut oceanographique, Monaco 19:

107-116.




$ West, N. J., and D. J. Scanlan. 1999. Niche-Partitioning of Prochlorococcus Populations in a Stratified Water Column in the Eastern North Atlantic Ocean.
Applied and Environmental Microbiology 65: 2585-2591.

8 Rocap, G., Distel, D. L., Waterbury, J. B., and S. W. Chisholm. 2002. Resolution of Prochlorococcus and Synechococcus Ecotypes by Using 16S-23S
Ribosomal DNA Internal Transcribed Spacer Sequences. Applied and Environmental Microbiology 68: 1180-1191.

Tt Johnson, Z. I, Zinser, E. R., Coe, A., McNulty, N. P., Malcom, E., Woodward, S., and S. W. Chisholm. 2006. Niche partitioning among Prochlorococcus ecotypes along
ocean-scale environmental gradients. Science 311: 1737-1740.

1 Zinser, E. R., Johnson, Z, |., Coe, A., Karaca, E., Veneziano, D., and S. W. Chisholm. 2007. Influence of light and temperature on Prochlorococcus ectope distributions
in the Atlantic Ocean. Limnol. Oceanogr. 53: 2205-2220.



	Sheet1

