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PRO EUK :
e e ) > A ph
R E . LN Y.
- p 0,’« o
B ¢ ‘ | -

(-
g ¢.t Y : l - ;‘ AL s =

4 PRO EUK

DCM | DCM
EUK

. @ 8

AT
. € ) PRO EUK | y Ag” 1 ls' PRO EUK
> ¢ L . o Vid B mYY - -
' -

e , ) v
« ? ““ u‘» I B ‘ \ ‘ ‘ﬂy I [‘I

% 'Ry B

b_.,.
diw ) <, v B

B p G ? v
»
v W
5
"% >
v €
¢ ’* :4‘:
‘v
* »
¥ | Vg
¢
5 y Q
4
v
v, o
& ,
‘4 )
< At g
¢ e
‘P
3 4
Y g - "
-
|| uonoes4 payouus-syokierng wr 000z - 80 ———
0N N W N

- 27. Unknown
SRF SRF
N
() ‘ o ;(i) < ‘¢ e ¢ N Abundance Level |
| : ~ | - - w (Percent of total RPKM per station)
o ’ | 1=
g e PRO EUK r PR ) PRO EUK 3
¢ " vs ki, . 4 ! AV' 1’4',{1" . »! - 1e-3
% I q. b | € & -1 - o e-
| > 2 R 3
: 4 | (N ’ L s
. . J V' Se ’ <
Py ” T - g AP 3
9 4 hg® »y» W b "«} v = & Se-4
-}
g.
3 1e-4
o
Tl
a o5e-5
=
> 1e-5

Sampling Layer
SRF: surface layer
DCM: deep chlorophyll maximum

B MES: mesopelagic zone




