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The Allantsc Rainforest is a large biome thal exlends along the latilidinal axis of the Brazikan
coast. The 'White-sand Forest (WF) and Slope Forest (SF) are twa of its main environments.
Thay are gecgraphically close (Fig 1) and share the specks pool and simiar cimalic condi-
tions. The main difference thase envir are thair ic conditions: in the
Whits-sand Forasts the soils are sandy and nutrient poor, canditions that are ofen conssderad
stresaful and more resirictive o ree developmenl Only spacies wilh specific trails and physi-
ological mechanisms that can develop under these abéatio conditions should coour in commu-
nities wilh sandy sails. Therelore, it was expecied thal emvironmeanial filtering would be siron-
ger on White-sand Forest tree communities than on thosa in the Slope Forest.

Fig. 1~ Picture of Brazils coast, oloser 1o 1he 558 0 e coastal plan ragion is e Whiks-3and Forest and
in the lower mountain region is e Slope Forest [a) Schematic drawing depicting the transition bebween
White-sand Forest (ved] and Slops Forest [blue| (5]

Assuming thal in Angicsperms thers is niche conservatism, it is axpected thal in commaunities
under strang envircnmaental fillenng the phylogenetio pattern would be clusiered and in com-
Fusnities with streng miting simarily the patlem would be overdisparsed (Fig 21 Since i was
expected that environmental filtering ‘wauld be stronger in the White-sand Forest tree commu-
nities, thair phylcgenatic siruciure was axpacied ta ba mona clustarad than the cemmunlies in
tha Slope Forest. To acsess this hypothesis. this study aimed to relate phylogenetic patterns
to ecological processes driving the community af these
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Fig. 2 - Phiylopenetie iree of the regional pool under anvirenmental fiterng (lefl) resuting in lnldlmlnd-
cafly chustened keal COMMUNEY wih EIons wih simiar raits {same color). The same phylgensso tnee

tha regional posl under Amiting similarsy [rght] resufing i 3 phylogenatically overd) mmmmu-
nity with tamons with ciffereni trafts (Sflermnt shapes and solars).

We used a subsat of thee Nactropical Tres Communibes database (TraeCo 2.0) and analyzed
B0 siles, 18 in the YWhite-sand Fores! and 44 in the Slopa Fores! (Fig 31

The ph b s was with the 363 ganus thal occur in &t least one site (Fig
4). Ganus from Cyalheacess and Podocarpaceas were axcluded fram the phylogenslic tree

because they were rare and too Iuﬂn:mtl.lnlydllllmﬁ'un Angicspenms. The phylogeny was
thaugh the WP
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To Accass the the aipha phyloganetic diversity of each
ﬂummwmmammpwmmmmm}amum
Mearest Taxon Distance [sesMNTD), We used the effect size MPD and

MNTD are sensilive bo sile richness and ihe sies had dilferent values of richness. Comemuni-
ties with sesMPD or sesMNTD values Iower than -1.86 were considerad phylogenstic clus-
tared, values ovar 1.68 wera and with
mmﬂ.im-mjmsmmmmnmameumu

For both sesMPD and sesMNTD the phylogenstic sbructure did nol difer babween ihe
‘White-sand and Slope Forests communities (Fig 5) (1 test: 0875, Povalue: 0.338; t test: -0.205,
Pvalu: 0,839, raspectively) and the community phylogenstic strusiurs in aach arvironmant
was nol, on average, different than expected by chance (While-sand Forest mean sesMPD!
0.28 and mean sesMNTD: -1 35; slope forest mean sesMPD; 068 and mean sesMNTD;
-1.28).
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Whitg-sard Fomes!  Skope Forgst Wirile sand Foresl | Skopa Forest
Fig. & - VariaSion in the standardized sffect sl of [a) mean phylegenesc dstance WDFW“FW
nearesi neighber dstance (sesMNTD) fer the White-sand Faresi (blue] and ihe Siope Fonest ines sommuni-
dbes [read), dch point represents a she and the horizonial line represents the =ean Tor thal esvironment .

‘Canfrary o our expectations, the pattern of alpha phylogenetic dwersity absersed n the
While-sand Foresl and in the Slepe Foresl ree communilies was nel difarenl. The main pro-
posed explanations for these results are:

i) Mosa planls present in the Allanlic Fores) pocl could be taleran 1o sandy and nulrisnt poar
spils. Consequently, the enviranmendal filtering would not be a sirong process for determining
which genus from this regional peal can oocur n ihe White-sand Forest iree communities,

) In these communities, the environmental filber is imporiant but nteracts. with other structur-
g mmullmm similarity of reulral processes. and doas el leave a clesr phy-

clustared

i) Plants can have ﬂlfhrm! traits and sirategies to survive in sandy and nulrient poor saoils,
therefore, the ervircnmental filier would not nesull in & clustered phylogenetic pattem,

Mnmunqm“n-imhmmmmumum b d bet ilies of the
same L W dan to assess if this variation was related
hmmnﬂ, . This yais was done ugh a multiple linear model {Fig ).
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Fig. & - Rulatiomhip betwesn lalitde snd (a) the standardioed effect size of the mean phylogenatic ds-

tanes (sesMPD) or (8] mean rearesi neighbor diviance (seskifNTD] for the White-sand Foresi [blue) and the

Slope Foresl ee communiies (red). Each poin repeesants @ sile and the Black ne repeesants the peedel.
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‘We found a strong positive relationship between sasMPD
and latitede (r*: 0.2580, p-valus: 0.00003539) (Fig Ba), we
also found a positive relationship between sesMNTD and
latidude (0 202, povalee; 0.0003156) (Fig Gb). These re-

sults highlight that there could be Taclons that vary along the i .
latitudinal gradsent, such as the climatic conditions ar bio- E
geagraphic history, that can be mportant to determine the .

References and
contact information:

phylogenedic struchure of these communities in the Atantic
Farest,

In future research cofioris, the positive relation between
#eaMPD and aesMNTD with the latibude gradiant could be
lbetter undersiocd by distinguishing how constituent ta this -
rasulls ara the components of cmatic vanation ard biegso-
graphic hislory, respesclively.
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